Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91963_1.R1010 

jC-atXLIB327431P4g03bl 

BLASTN 

g4519194 

244 

l.Oe-134 

389 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



133797 

91975_1.R1010 
jC-atX24047QlElA04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133798 

92000_1.R1010 

jC-atXLIB327 432Plb01al 

BLASTX 

gll71999 

219 

l.Oe-17 

76 

59 

PHENYLALANINE AMMONIA- LYASE >gi_563243 (U16130) 
phenylalanine ammonia lyase [Persea americana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133799 

92015_1,R1010 

jC-atXLIB327432Plbl2al 

BLASTN 

g3282170 

425 

O.Oe+00 

437 

83 

Arabidopsis thaliana chromosome 1 BAG F8K4 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133800 

92030_1.R1010 

jC-atXP2C77G9T7064al 

BLASTX 

g4512625 

517 

2.0e-52 

138 

77 

(AC004793) ESTs gb_T20423, gb_AA7128 64 , gb_H76323 and 
gb_Z25560 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



133801 

92034__1.R1010 
jC-atXLIB327430Pla07al 



Seq. No. 
Contig ID 



133802 

92043 l.RlOlO 



15799 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327432Pldl0al 

BLASTN 

g2462264 

41 

l.Oe-13 

53 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
133803 

92045_1.R1010 

jC-atXLIB327432Pldllal 

BLASTX 

g3264778 

214 

5.0e-17 

54 

76 

(AF072536) H-protein promoter binding factor-1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133804 

92052_1.R1010 
jC-atXLIB327432Ple07al 

133805 

92073__1.R1010 

jC-atXLIB327432Plfllal 

BLASTN 

g3510337 

110 

8.0e-55 

348 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

133806 

92084_1.R1010 

jC-atXLIB327432Plg09al 

BLASTX 

g4115383 

181 

4.0e-13 

93 

38 

{AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



133807 

92119_1.R1010 

jC-atXLIB327432P2cl0al 

BLASTN 

g3449318 

285 

l.Oe-159 
421 



15800 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLF18, complete sequence [Arabidopsis thaliana] 

133808 

92154_1.R1010 

jC-atXLIB327432P2f06a2 

BLASTX 

g3402683 

323 

2.0e-29 

157 

49 

(AC004 697) patatin-like protein [Arabidopsis thaliana] 
133809 

92156_1.R1010 

jC-atXLIB327432P2f08al 

BLASTN 

g4567259 

296 

l.Oe-165 

545 

99 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

133810 

92175_1.R1010 

jC-atXLIB327432P2gl0a2 

BLASTN 

g3241926 

282 

l.Oe-157 

396 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSG15, complete sequence [Arabidopsis thaliana] 

133811 

92177_1.R1010 
jC-atXLIB327432P2glla2 

133812 

92191_1.R1010 
jC-atXLIB327432P3a03al 

133813 

92194_1.R1010 

jC-atXLIB327432P3a05al 

BLASTN 

gl785673 

134 

4.0e-69 

317 

91 

A. thaliana mitochondrial genome, part A 



15801 



# 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133814 

92200__1.R1010 

jC-atXLIB327440Plcl2al 

BLASTX 

gl903034 

569 

2.0e-58 

157 

67 

(X94625) amp-binding protein [Brassica napus] 
133815 

92208_1.R1010 

jC-atXP4C86D3T7015al 

BLASTN 

g3063438 

140 

2.0e-72 

599 

99 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

133816 

92219_1.R1010 

jC-atXLIB327432P3bl0al 

BLASTN 

g2244829 

240 

l.Oe-132 

416 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

133817 

92223_1.R1010 

jC-atXLIB327432P3bl2al 

BLASTN 

g2924732 

368 

O.Oe+00 
4 97 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



133818 

92228_1.R1010 

jC-atXLIB327432P3c04al 

BLASTX 

gl046225 

1122 

l,0e-123 

221 

99 



15802 



NCBI Description 



(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133819 

92228_2.R1010 

jC-atXP31C145F13T7d2 

BLASTX 

gl046225 ' 

784 

9.0e-84 

171 

89 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi__1584365__prf 2122405A ERS gene 

[Arabidopsis thaliana] 

133820 

92228_3.R1010 

jC-atXP31C144G13T7d2 

BLASTX 

gl046225 

552 

l.Oe-56 

132 

83 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 

133821 

92248__1.R1010 

jC-atXLIB327432P3d04al 

BLASTN 

g3869069 

368 

O.Oe+00 

562 

98 

Arabidopsis thaliana genomic DNA, chromosome 3/ PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133822 

92250^1. RIOIO 

jC-atXLIB327432P3d05al 

BLASTX 

g2911078 

178 

8.0e-13 

76 

49 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 



133823 



15803 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92258_1.R1010 

jC-atXLIB327432P3d09al 

BLASTX 

g3033400 

127 

6.0e-26 

88 
68 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133824 

92288_1.R1010 

jC-atXP92CH4BllT7096dl 

BLASTN 

gl785673 

570 

O.Oe+00 

609 

99 

A. thaliana mitochondrial genome, part A 
133825 

92288_2.R1010 

jC-atXLIB327432P3f02bl 

BLASTN 

gl785673 

635 

O.Oe+00 

742 

92 

A. thaliana mitochondrial genome, part A 
133826 

92299_1.R1010 

jC-atXLIB327432P3f09al 

BLASTX 

g4467128 

812 

7.0e-87 

205 

82 

(AL035538) putative protein [Arabidopsis thaliana] 



133827 

92305_1.R1010 

jC-atXLIB327432P3g01al 

BLASTX 

g2980785 

691 

9.0e-73 

147 

93 

{AL022198) SERINE CARBOXYPEPTIDASE 
[Arabidopsis thaliana] 



II - like protein 



Seq. No. 



133828 



15804 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



92318_1,R1010 

jC-atXLIB327432P3g09al 

BLASTX 

gl653245 

266 

4,0e-23 

105 

50 

{D90912) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133829 

92322_1.R1010 
jC-atXLIB3274 32P3gllal 

133830 

92338_1.R1010 

jC-atXLIB327440P3d08al 

BLASTN 

g4688614 

329 

O.Oe+00 

414 

95 

Arabidopsis thaliana mRNA for D-type cyclin 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



133831 

92346_1.R1010 
jC-atXLIB327432P3hl2al 

133832 

92374_1.R1010 

jC-atXLIB327432P4b05al 

BLASTX 

g2829885 

252 

3.0e-47 

102 

94 

{AC002396) Hypothetical protein [Arabidopsis thaliana] 
133833 

92380_1.R1010 

jC-atXLIB327432P4b08al 

BLASTN 

g2351069 

602 

O.Oe+00 

779 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSH12, complete sequence [Arabidopsis thaliana] 

133834 

92382_1.R1010 

jC-atXLIB327432P4b09al 

BLASTX 

gl40372 



15805 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

9.0e-10 

79 

43 

HYPOTHETICAL 86.0 KD PROTEIN IN GLK1-SR09 INTERGENIC REGION 

>gi_83159_j)ir S19367 hypothetical protein YCL039w - yeast 

(Saccharomyces cerevisiae) 

133835 

92386_1.R1010 

jC-atXLIB327432P4bllal 

BLASTX 

g4454032 

436 

5.0e-43 

104 

86 

(AL035394) putative protein [Arabidopsis thaliana] 



133836 

92390_1.R1010 

jC-atXLIB327432P4c01al 

BLASTX 

g3859715 

252 

2,0e-21 

119 

43 

{AL033501) transketolase 



I [Candida albicans] 



133837 

92392_1.R1010 

jC-atXLIB327432P4c02al 

BLASTN 

g2262155 

260 

l.Oe-144 

395 

100 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



133838 

92394_1.R1010 

jC-atXLIB327432P4c03al 

BLASTN 

g2290120 

50 

6.0e-19 

66 

94 

HIV-1 strain M02 from USA, 
gene, partial cds 

133839 

92419_1-R1010 
jC-atXLIB327432P4d04al 



envelope glycoprotein (env) 



15806 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

45 

5.0e-16 

53 

96 

Cucimiis sativus mRNA for patatin-like protein, partial 
133840 

92425_l.R10ia 

jC-atXLIB327432P4d08al 

BLASTN 

g4220638 

61 

3.0e-25 

227 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133841 

92425_2.R1010 

jC-atXP96CH2C6T7bl 

BLASTN 

g4220638 

77 

5.0e-35 

263 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133842 

92429_1.R1010 

jC-atXLIB327432P4dl0al 

BLASTX 

g2829880 

48 

2,0e-40 
93 
91 

{AC002396) 
thaliana] 



glucose- 6-phosphate 1-dehydrogenase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133843 

92435_1.R1010 

jC-atXLIB327432P4e01al 

BLASTN 

g2290120 

54 

2.0e-21 

66 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 



133844 



15807 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



92440_1.R1010 

jC-atXLIB327432P4e04al 

BLASTX 

g4314355 

183 

3.0e-13 

125 

33 

{AC006340) unknown protein [Arabidopsis thaliana] 
133845 

92444_1.R1010 

jC-atXLIB327432P4e06al 

BLASTN 

g3047100 

374 

O.Oe+00 

418 

97 

Arabidopsis thaliana BAC F6N23 
133846 

92460_1.R1010 

jC-atXLIB327432P4f04al 

BLASTX 

g3702323 

265 

6.0e-23 

111 
54 

(AC005397) unknown protein [Arabidopsis thaliana] 
133847 

92465_1.R1010 

jC-atXP70C221E5T7060al 

BLASTN 

g3128143 

297 

l.Oe-166 

405 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTI20, complete sequence [Arabidopsis thaliana] 

133848 

92477_1.R1010 
jC-atXLIB327432P4g01al 

133849 

92479_1.R1010 

jC-atXLIB327432P4g02al 

BLASTN 

g2290120 

45 

6.0e-16 

73 

92 



15808 



NCBI Description HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



133850 

92508_1.R1010 

jC-atXLIB327432P4h08al 

BLASTN 

g2290120 

50 

5.0e-19 

58 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



133851 

92510_1.R1010 

jC-atXLIB327432P4h09al 

BLASTN 

g2351063 

242 

l.Oe-133 

350 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCL19, complete sequence [Arabidopsis thaliana] 



PI clone 



133852 

92535_1.R1010 

jC-atXLIB327433Plal0al 

BLASTN 

g2264302 

328 

O.Oe+00 

438 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC12, complete sequence [Arabidopsis thaliana] 



PI clone 



133853 

92552_1.R1010 

gl053282 

BLASTX 

g3075398 

365 

l.Oe-34 

111 

76 

{AC004484) unknown protein [Arabidopsis thaliana] 
133854 

92552_2.R1010 

jC-atXLIB327433Plb07al 

BLASTN 

g3075383 

305 

l.Oe-171 



15809 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408 
100 

Arabidopsis thaliana chromosome II BAG T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133855 

92556_1.R1010 

jC-atXLIB327433Plb09al 

BLASTN 

gl0782 

44 

2.0e-15 

63 

92 

Tetrahymena pyrifomis gene for 26S large subunit ribosomal 
RNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



133856 

92563^1. RIOIO 

g2062913 

BLASTN 

g4539331 

370 

0. Oe+00 

485 

95 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone F22I13 



133857 

92571__1,R1010 
jC-atXLIB327439P3f04a2 

133858 

92579_1.R1010 

jC-atXLIB327433Plc09al 

BLASTN 

g4756963 

544 

O.Oe+00 

572 

99 

Arabidopsis thaliana DNA 
(ESSA project) 

133859 

92606_1.R1010 
jC-atXLIB327433Pldl2al 

133860 

92675_1.R1010 

jC-atXLIB327433Plgl2al 

BLASTN 

g2760316 

268 

l.Oe-149 
352 



chromosome 4, BAG clone F10M23 



15810 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

133861 

92703_1.R1010 

jC-atXLIB327433P2a09al 

BLASTX 

g4588001 

101 

4.0e-28 
82 
77 

{AF085279) 
thaliana] 



hypothetical Ser-Thr protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



133862 

92712_1.R1010 

jC-atXLIB327433P2b06al 

BLASTN 

g4510323 

195 

l.Oe-105 

528 

96 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

133863 

92714_1.R1010 

jC-atXP117C143B7T7al 

BLASTN 

g2264321 

414 

O.Oe+00 

555 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

133864 

92714_2.R1010 

jC-atX24027QlElGllal 

BLASTN 

g2264321 

250 

l.Oe-138 

324 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

133865 

92715_1.R1010 

jC-atXLIB327433P2b08al 

BLASTN 

g2342717 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



380 

O.Oe+00 

464 

98 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133866 

92719_1.R1010 
jC-atXLIB327433P2bl2al 

133867 

92727_1.R1010 

jC-atXLIB327433P2c08al 

BLASTN 

g2191126 

271 

l.Oe-151 

463 

98 

Arabidopsis thaliana BAC IG002N01 
133868 

92741_1,R1010 
jC-atXLIB327433P2dllal 

133869 

92746_1.R1010 

jC-atXLIB327433P2e05al 

BLASTN 

g2351065 

400 

O.Oe+00 

412 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence [Arabidopsis thaliana] 

133870 

92759_1.R1010 
jC-atXLIB327433P2f06al 

133871 

92784_1.R1010 

jC-atXP87CG10A4T7bl 

BLASTN 

gl280610 

39 

3.0e-12 

39 

100 

Arabidopsis thaliana steroid reductase DET2 mRNA, complete 
cds 



Seq. No. 
Contig ID 
5 '-most EST 



133872 

92900_1.R1010 
jC-atXLIB327439Pla09al 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4006885 

336 

O.Oe+00 

434 

97 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



133873 

92944_1.R1010 

jC-atXLIB327439Ple04a2 

BLASTX 

g4314400 

155 

4,0e-10 

97 

19 

(AC006232) 
thaliana] 



putative selenium-binding protein [Arabidopsis 



133874 

92948_1.R1010 

jC-atXLIB327439Ple08al 

BLASTN 

g4454447 

176 

4.0e-94 

293 
90 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133875 

92967_1.R1010 

jC-atXLIB327439Plf09al 

BLASTN 

g2290120 

46 

2.0e-16 

65 

94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



133876 

92974_1.R1010 

g2739659 

BLASTX 

g4200165 

270 

l.Oe-23 

70 

74 

(Y16262) neutral 



invertase [Daucus carota] 



Seq. No. 



133877 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



chromosome 4, PI clone M7J2 



92975_1.R1010 

jC-atXLIB3274 39Plg08al 

BLASTN 

g2980787 

80 

7.0e-37 

414 
64 

Arabidopsis thaliana DNA 
(ESSAII project) 

133878 

93051_1.R1010 
jC-atXLIB327440Pla06al 



133879 

93057_1.R1010 

jC-atXLIB327440Pla09al 

BLASTX 

g2688842 

281 

l.Oe-24 

92 

59 

(AF004830) serine palmitoyltransferase LCB2 subunit 
[Cricetulus griseus] 

133880 

93059_1.R1010 

jC-atXLIB327440Plal0al 

BLASTX 

gl755162 

96 

3.0e-03 

96 

48 

(U75192) germin-like protein [Arabidopsis thaliana] 
133881 

93068_1.R1010 

jC-atXLIB3274 40Plb04al 

BLASTX 

g2887288 

208 

2,0e-16 

58 
67 

(AJ001810) mRNA cleavage factor I 25 kDa subunit [Homo 
sapiens] 

133882 

93077_1.R1010 

jC-atXLIB327440Plcllal 

BLASTN 

g4757395 

338 

O.Oe+00 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



406 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L13, complete sequence 

133883 

93103_2.R1010 

jC-atXLIB327440Pld06al 

BLASTX 

g3319344 

561 

l.Oe-57 

130 

85 

(AF077407) contains similarity to UDP-glucoronosyl and 
UDP-glucosyl transferases (Pfam: UDPGT.hmm, score: 85.94) 
[Arabidopsis thaliana] 

133884 

93106_1.R1010 

jC-atXLIB327440Pld08al 

BLASTN 

g3641843 

122 

6.0e-62 

122 

100 

Arabidopsis thaliana SKOR gene 
133885 

93121_1.R1010 

jC-atXLIB327440Plellal 

BLASTX 

g4539303 

281 

6.0e-25 

69 

78 

(AL049480) putative protein [Arabidopsis thaliana] 
133886 

93133_1.R1010 

jC-atXLIB3274 4 0Plf09al 

BLASTN 

g2564048 

406 

O.Oe+00 

431 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



133887 

93177_1.R1010 
jC-atXLIB3274 4 0P2bl0al 



Seq. No. 



133888 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



93182_1.R1010 

jC-atXP118C143H5T7066al 

BLASTN 

g3600045 

309 

l,0e-173 

537 

95 

Arabidopsis thaliana BAC F2P3 
133889 

93182_2.R1010 

jC-atXLIB327440P2c04al 

BLASTN 

g3600045 

300 

l.Oe-168 

447 

93 

Arabidopsis thaliana BAC F2P3 
133890 

93191_1.R1010 
jC-atXLIB327440P2d09al 

133891 

93208_1.R1010 

jC-atXLIB327440P2f07al 

BLASTX 

g2500139 

265 

5.0e-23 

87 

55 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-l) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 

133892 

93246_1.R1010 

jC-atXLIB327440P4d08al 

BLASTX 

g4006850 

378 

2.0e-36 

102 

70 

{Z99707) cytochrome like protein [Arabidopsis thaliana] 
133893 

93247_1.R1010 

jC-atXLIB327 4 40P4d09al 

BLASTN 

g2290120 

40 

6.0e-13 
66 
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% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 

133894 

93250_1.R1010 
jC-atXLIB327440P4dllal 



133895 

93281_1.R1010 

jC-atXLIB327401Plb02al 

BLASTN 

g2656030 

335 

0,0e+00 

414 

100 

Arabidopsis thaliana genomic 
MUL8 



(env) 



DNA^ chromosome 5, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



133896 

93282_1.R1010 

jC-atXLIB327401Pla04al 

BLASTN 

g2264314 

53 

l.Oe-20 

196 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

133897 

93285_1.R1010 
jC-atXLIB327401Plal2al 

133898 

93298__1.R1010 

jC-atXLIB3274 01Pld07al 

BLASTX 

gl362093 

344 

3.0e-32 

98 

67 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924 632 (U20595) unknown [Solanum lycopersicum] 

133899 

93300_1.R1010 

jC-atXLIB327401Pld09al 

BLASTX 

g2245136 

576 

2.0e-67 

200 

65 
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NCBI Description (Z9734 4) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No. 


133900 


Contig ID 


93321 l.RlOlO 


5 '-most EST 


jC-atXLIB327401P4a02a2 


Method 


BLASTX 


NCBI GI 


g3292817 


BLAST score 


192 


E value 


2.0e-14 


Match length 


52 


% identity 


65 


NCBI Description 


(AL031018) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


133901 


Contig ID 


93357 l.RlOlO 


5 '-most EST 


jC-atXLIB327401P2e06al 


Seq. No. 


133902 


Contig ID 


93357 3.R1010 


5 '-most EST 


jC-atXP95CH2BlT7088dl 


Method 


BLASTX 


NCBI GI 


g2920706 


BLAST score 


111 


E value 


3.0e-29 


Match length 


252 


% identity 


34 


NCBI Description 


(Y1356B) beta-xylosidase [Emericella nidulans] 


Seq. No. 


133903 


Contig ID 


93357 4.R1010 


5 '-most EST 


g937551 


Method 


BLASTN 


NCBI GI 


g2058275 


BLAST score 


58 


E value 


9.0e-24 


Match length 


128 


% identity 


90 


NCBI Description 


A. thaliana atran2 gene 


Seq. No. 


133904 


Contig ID 


93358 l.RlOlO 


5 '-most EST 


jC-atXLIB327401P2e07al 


Method 


BLASTX 


NCBI GI 


gll2785 


BLAST score 


214 


E value 


7.0e-17 


Match length 


102 


% identity 


37 


NCBI Description 


DNA-3-METHYLADENINE GLYCOSIDASE I ( 3-METHYLADENINE-DNA 



GLYCOSYLASE I, CONSTITUTIVE) (TAG I) >gi_67 508_pir DGECMl 

3-methyladenine DNA glycosylase (EC 3.2.2.-) I - 
Escherichia coli >gi_43030_emb_CAA27472_ (X03845) TAGI (aa 
1-187) [Escherichia coli] >gi_147920 (J02606) 
3-methyladenine-DNA glycosylase I (tag) [Escherichia coli] 
>gi_466687 (U00039) 3-methyladenine DNA glycosylase I, 
constitutive [Escherichia coli] >gi_1789971 (AE000432) 
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11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



3-methyl-adenine DNA glycosylase I, constitutive 
[Escherichia coli] 



133905 

93363_1.R1010 

jC-atXLIB327401P2fl0al 

BLASTN 

g4218109 

224 

l.Oe-123 

324 
92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16A16 



133906 

93381_1.R1010 

jC-atXLIB327401P2hllal 

BLASTX 

g4531444 

289 

8.0e-26 

68 

87 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
133907 

93475_1.R1010 

jC-atXLIB327404P4g02al 

BLASTN 

g4510338 

128 

l.Oe-65 

271 

96 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

133908 

93476_1,R1010 

jC-atXLIB327404P4g03al 

BLASTN 

g3128139 

132 

7.0e-68 

455 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

133909 

93484_1.R1010 

jC-atXLIB327404P4g08al 

BLASTN 

g2244747 

333 

0 ,06+00 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



376 
97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

133910 

93552_1.R1010 
jC-atXLIB327405P3a02al 

133911 

93556_1.R1010 

jC-atXLIB327405P3a04al 

BLASTN 

g2462264 

53 

l.Oe-20 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
133912 

93558_1.R1010 

jC-atXP12C99PlT7031al 

BLASTN 

g2264312 

576 

O.Oe+00 

635 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133913 

93572_1.R1010 

jC-atXLIB327405P3al2al 

BLASTX 

g2388582 

401 

8.0e-39 

81 

94 

{AC000098) Contains similarity to Rattus 0-GlcNAc 
transferase [gb__U76557) . [Arabidopsis thaliana] 

133914 

93584_1.R1010 

jC-atXLIB327405P3b08al 

BLASTN 

g2623294 

329 

O.Oe+00 

382 

99 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



133915 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 • -most ^ EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93604_1.R1010 

jC-atXLIB327405P3c08al 

BLASTX 

g3687224 

100 

2.0e-37 

103 

83 

{AC005169) putative N-acetyl-gamma-glutamyl -phosphate 
reductase [Arabidopsis thaliana] 



133916 

93609_1.R1010 

jC-atXLIB327405P3cllal 

BLASTN 

g2828278 

475 

0,0e+00 

495 

99 

Arabidopsis thaliana DNA chromosome A, 
(ESSAII project) 



BAC clone T18B16 



133917 

93628_1.R1010 

jC-atXLIB3274 05P3dl0al 

BLASTX 

g4056441 

649 

5.0e-68 

136 

93 

(AC005990) Similar to OBP32pep protein gb_U37698 from 
Arabidopsis thaliana. [Arabidopsis thaliana] 

133918 

93632__1.R1010 
jC-atXLIB327405P3dl2al 

133919 

93636_1.R1010 
jC-atXLIB327405P3e02al 

133920 

93638_1.R1010 

jC-atXLIB327405P3e03al 

BLASTX 

g2498329 

54 

2.0e-09 

64 

42 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 



15821 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_1335999 {U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

133921 

93650_1.R1010 
jC-atXLIB327405P3ellal 

133922 

93652_1.R1010 
jC-atXLIB3274 05P3el2al 

133923 

93656_1.R1010 
jC-atXLIB327405P3f02al 

133924 

93705_1.R1010 

jC-atXLIB327405P3h04al 

BLASTN 

g2618599 

256 

l.Oe-142 

436 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



133925 

93718_1.R1010 

j C-atXP8 6CG10B8T7bl 

BLASTX 

g2583124 

721 

2.0e-76 

137 

100 

(AC002387) 5-enolpyruvylshikimate-3-phosphate synthase 
(EPSP) [Arabidopsis thaliana] 

133926 

93737_1.R1Q10 

jC-atXLIB327405P4b08al 

BLASTN 

g2462264 

54 

2.0e-21 

58 

98 

Cucumis sativus mRNA for patat in-like protein, partial 
133927 

93740__1.R1010 

jC-atXLIB327405P4bl0al 

BLASTX 

g360a035 

205 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-16 

135 
79 

{AF080119) contains similarity to GTP-binding proteins 
[Arabidopsis thaliana] 

133928 

93748_1.R1010 

jC-atXLIB327405P4c04al 

BLASTX 

g3201618 

180 

5.0e-13 

51 
76 

(AC004669) Sop2p-lik:e protein [Arabidopsis thaliana] 
133929 

93758_1.R1010 

jC-atXLIB327428Plg05a2 

BLASTX 

g3033391 

345 

2,0e-32 

102 

63 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133930 

93758_2.R1010 

jC-atXLIB327405P4cl0al 

BLASTX 

g3033391 

45 

7.0e-12 

61 

58 

(AC004238) 
thaliana] 



putative amino acid transporter [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133931 

93774_1.R1010 

jC-alX24089QlElF03al 

BLASTX 

g3914468 

153 

6.0e-10 

88 

35 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217 911_dbj_BAA02696_ {D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 
Contig ID 



133932 

93794 l.RlOlO 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327405P4e08al 

BLASTN 

g2462264 

52 

4.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
133933 

93815_1.R1010 

jC-atXLIB327405P4f08al 

BLASTX 

g2498731 

170 

l.Oe-13 

53 
83 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA8 9838_ {Z4 9768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

133934 

93817_1.R1010 

jC-atXLIB327405P4f09al 

BLASTN 

g2462264 

49 

2.0e-18 

53 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
133935 

93835_1.R1010 

jC-atXLIB327405P4g08al 

BLASTN 

g2462264 

53 

l.Oe-20 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



133936 

93868_1.R1010 

jC-atXLIB327406P2a08al 

BLASTN 

gl532162 

380 

O.Oe+00 

449 

99 

Arabidopsis thaliana AT. I. 24-1, AT. 1.24-2, 
AT. I. 24-4, AT. I. 24-5, AT. I. 24-6, AT. 1.24-9 



AT. I. 24-3, 
and AT. 1.24-14 



genes, partial cds, AT, I. 24-7, ascorbate peroxidase 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT . I 
133937 

93874_1.R1010 

jC-atXLIB327406P3alla2 

BLASTX 

gl706958 

517 

2.0e-52 

101 

95 

(U58284) cellulose synthase [Gossypium hirsutum] 
133938 

93888_1.R1010 

jC-atXP2C75C8T7024al 

BLASTX 

gl946360 

^572 

7.0e-59 

103 
100 

{U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 

133939 

93911_1.R1010 

jC-atXLIB327406P2cllal 

BLASTN 

g2462264 

50 

6.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
133940 

93932_1.R1010 

jC-atXLIB327406P2dllal 

BLASTX 

gll9354 

680 

2.0e-71 

188 

70 

ENOLASE {2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4,2.1.11) - tomato 
>gi_19281_emb__CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 

133941 

93961_1.R1010 

jC-atXLIB327406P2fl0al 

BLASTX 

gl708971 

152 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-09 

71 

41 

(R)-MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_einb__CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi__1730332 (U78814) 
(R) -( + ) -mandelonitrile lyase isoform MDLl precursor [Prunus 

serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133942 

93975_l.R10iO 

jC-atXLIB327406P2g09al 

BLASTN 

g2462264 

54 

2.0e-21 

58 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133943 

93979_1.R1010 

jC-atXLIB327438P4b04b2 

BLASTX 

g2960364 

192 

2.0e-14 

112 

42 

(AJ224986) cinnamoyl CoA reductase [Populus balsamifera 
subsp . t richocarpa ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133944 

94132__1.R1010 

jC-atXLIB327429P3g05b2 

BLASTX 

g4678233 

690 

2.0e-72 

169 

80 

(AC0072 65) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133945 

94137_1.R1010 

jC-atXLIB327430P2a05al 

BLASTN 

g4538895 

155 

l.Oe-81 

441 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F17A8 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133946 

94142_1,R1010 

jC-atXLIB327 4 30P2allal 

BLASTX 

g529353 

133 

2.0e-16 

82 
56 

{U12757) diphenoi oxidase [Acer pseudoplatanus] 
133947 

94163_1.R1010 

jC-atXLIB327430P2c04al 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
133948 

94165_1.R1010 

jC-atXLIB327430P2c05al 

BLASTN 

g2462264 

44 

2.0e-15 

56 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
133949 

94203_1.R1010 

jC-atXLIB327430P2e06al 

BLASTN 

g2281081 

320 

l.Oe-180 

324 

100 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133950 

94213_1.R1010 

jC-atXLIB327430P2el2al 

BLASTN 

g2924731 

263 

l.Oe-146 

271 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSI17, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133951 

94216_1.R1010 

jC-atXLIB327430Ple05al 

BLASTN 

g2290120 

56 

2.0e-22 

64 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 
Contig ID 
5 '-most EST 



133952 

94216_3.R1010 
jC-atXP66C210OllT7062al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133953 

94252_1.R1010 

g936088 

BLASTX 

g4220462 

674 

7.0e-71 

175 

79 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133954 

94252_2.R1010 

jC-atXLIB327439P3f03a2 

BLASTX 

g4220462 

601 

3.0e-62 

111 

100 

(AC006216) Strong similarity to gb_Z50851 HD-zip {athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF__00046 
and bZIP PF__00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133955 

94261_1.R1010 

jC-atXLIB327439P3d09a2 

BLASTN 

g4589430 

405 

O.Oe+00 

421 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 



Seq. No. 
Contig ID 



133956 

94497 l.RlOlO 
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5 '-most EST 


jC-atX22013QlElH01al 


Seq. No. 


133957 


Contig ID 


94558_1.R1010 


5 '-most EST 


jC-atXP112C127F2T7al 


Method 


BLASTX 


NCBI GI 


g4587528 


BLAST score 


155 


E value 


5.0e-22 


Match length 


126 


% identity 


44 


NCBI Description 


(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 




berberine bridge enzyme from Arabidopsis thaliana BAC 




gb__AC004238. EST gb_R90518 comes from this gene 


Seq. No. 


133958 


Contig ID 


94558_3.R1010 


5 '-most EST 


jC-atXLIB327401P4a03al 


Method 


BLASTX 


NCBI GI 


g3033375 


BLAST score 


133 


E value 


6.0e-18 


Match length 


116 


% identity 


41 


NCBI Description 


(AC004238) putative berberine bridge enzyme [Arabidopsis 




thaliana] 


Seq. No. 


133959 


Contig ID 


94571 l.RlOlO 


5 '-most EST 


jC-atXLIB327401P4c01a2 


Method 


BLASTX 


NCBI GI 


g3184281 


BLAST score 


477 


E value 


2.0e-49 


Match length 


134 


% identity 


68 


NCBI Description 


(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


133960 


Contig ID 


94579 l.RlOlO 


5 '-most EST 


jC-atXLIB327401P4clla2 


Method 


BLASTX 


NCBI GI 


g3805845 


BLAST score 


184 


E value 


2.0e-13 


Match length 


79 


% identity 


43 


NCBI Description 


{AL031986) putative protein [Arabidopsis thaliana] 


Seq. No. 


133961 


Contig ID 


94625 l.RlOlO 


5 '-most EST 


jC-atXP122C117N6T7044al 


Seq, No. 


133962 


Contig ID 


94628 l.RlOlO 


5 '-most EST 


jC-atXLIB327406Pla04al 


Method 


BLASTN 



15829 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702728 
34 

2.0e-09 

109 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M13, complete sequence [Arabidopsis thaliana] 

133963 

94930_1.R1010 

jC-alX24084QlElF03al 

BLASTN 

g4557061 

280 

l.Oe-156 

487 

84 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 

133964 

94 932_1.R1010 

jC-atXLIB327437P3b08al 

BLASTN 

g3402671 

227 

l.Oe-124 

473 

94 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133965 

95089_1.R1010 

jC-atXLIB327437P2g03b2 

BLASTN 

g4191771 

241 

l.Oe-133 

429 

96 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133966 

95106_1.R1010 

jC-atXLIB327430Pla01al 

BLASTX 

g3236235 

299 

9.0e-27 

108 

62 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133967 

95109__1.R1010 

jC-atXLIB327430Pla04al 

BLASTX 

g4490316 

453 

4.0e-45 

92 

100 

{AL035678) nucellin-like protein [Arabidopsis thaliana] 
133968 

95111_1.R1010 

jC-atXLIB327430Plc04al 

BLASTX 

g4263784 

285 

2.0e-25 

61 

90 

(AC006068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



133969 

95145_1.R1010 
jC-atXLIB327430Plc03al 

133970 

95173__1.R1010 

jC-atXLIB327430Pld08al 

BLASTN 

g2462264 

54 

2.0e-21 

62 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
133971 

95196_1.R1010 

jC-atXLIB327430Plellal 

BLASTN 

g3228389 

346 

O.Oe+00 

423 

100 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

133972 

95205__1.R1010 
jC-atXLIB327430Plf07al 

133973 

95218_1.R1010 
jC-atXLIB327430Plg06al 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN ' 
g4063730 
449 

O.Oe+00 

453 

66 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

133974 

95224_1.R1010 

jC-atXLIB327427Plf06a2 

BLASTN 

g2462264 

54 

3.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
133975 

95238_1.R1010 

jC-atXLIB327430Plh05al 

BLASTX 

g3834323 

177 

l.Oe-12 

56 

57 

(AC005679) F9K20.25 [Arabidopsis thaliana] 
133976 

95245_1.R1010 
jC-atXLIB327430Plh09al 

133977 

95277^1. RIOIO 

jC-atXLIB327401P4al2a2 

BLASTX 

g2760332 

181 

3.0e-13 

115 
34 

{AC002130) F1N21.17 [Arabidopsis thaliana] 
133978 

95289_1.R1010 

jC-atXLIB327401P4b07a2 

BLASTX 

g3522949 

320 

2.0e-29 

68 

91 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
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II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133979 

95336_1.R1010 

jC-atXLIB327406P3c04a2 

BLASTX 

g3928543 

378 

9.0e-89 
213 
76 

{AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



133980 

95383_1.R1010 

jC-atXLIB327401P4h04a2 

BLASTX 

g3128190 

449 

l.Oe-44 

82 

100 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
133981 

95398_1.R1010 

jC-atXLIB327406P3a01a2 

BLASTX 

g4204281 

231 

9.0e-19 

112 

40 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
133982 

95485_2.R1010 

jC-atXP124C121H16T7dl 

BLASTN 

g3643588 

179 

6.0e-96 

473 

97 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133983 

95509_1.R1010 

jC-atXLIB327406P3flla2 

BLASTN 

g2290120 

56 

2,0e-22 

64 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



gene, partial cds 
133984 

95513_1.R1010 

jC-atXLIB327406P3g01a2 

BLASTN 

g3522932 

321 

O.Oe+00 

379 

97 

Arabidopsis thai i ana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133985 

95524^1, RIOIO 

jC-atXLIB327406P3g07a2 

BLASTN 

g2749918 

145 

l.Oe-75 

345 

100 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133986 

95592_1.R1010 

jC-atXLIB327406P4blla2 

BLASTX 

g2511574 

449 

l.Oe-44 

89 

99 

{Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PABl [Arabidopsis thaliana] 

133987 

95598_1.R1010 

jC-atXLIB327406P4c02a2 

BLASTN 

g3859113 

404 

0,0e+00 

432 

98 

Arabidopsis thaliana MS5-like protein mRNA, partial cds 
133988 

95603_1.R1010 

jC-atXLIB327406P4c05a2 

BLASTX 

g2252860 

539 

4,0e-55 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

105 
100 

(AF013294) No definition line found [Arabidopsis thaliana] 
133989 

95605_2.R1010 

jC-atXLIB327406P4c06a2 

BLASTN 

g2252848 

313 

l.Oe-175 

498 

95 

Arabidopsis thaliana BAG TM018A10 
133990 

95612^1. RIOIO 

jC-atXLIB327406P4clla2 

BLASTN 

g3337347 

460 

O.Oe+00 

464 

100 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133991 

95648_1.R1010 

jC-atXLIB327406P4el0a2 

BLASTX 

g2462754 

256 

6.0e-22 

127 

40 

{AC002292) Unknown protein [Arabidopsis thaliana] 
133992 

95650_1.R1010 

jC-atXLIB327406P4ella2 

BLASTN 

g2290120 

53 

l.Oe-20 

60 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



133993 

95652_1.R1010 

jC-atXP25C125G4T7078al 

BLASTX 

g4091080 

251 

3.0e-21 



15835 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
69 

{AF045571) nucleic acid binding protein [Oryza sativa] 
133994 

95656__1.R1010 

jC-atXLIB327406P4f02a2 

BLASTX 

gl665817 

228 

l.Oe-18 

97 

48 

{D874 66) Similar to S.cerevisiae hypothetical protein L3111 
{S59316) [Homo sapiens] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133995 

95660_1.R1010 

jC-atXLIB327406P4f05a2 

BLASTN 

g2182287 

299 

l,0e-167 

363 

99 

Genomic sequence for Arabidopsis thaliana BAG T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133996 

95663_1.R1010 

jC-atXLIB327406P4f08a2 

BLASTN 

g3985949 

269 

l.Oe-149 

457 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



133997 

95665_1.R1010 

jC-atXLIB327406P4f09a2 

BLASTX 

g4469014 

279 

l.Oe-24 

84 

68 

(AL035602) putative protein 
133998 

95667_1.R1010 

j C-atXLIB32 7 4 0 6P4 f 10a2 

BLASTN 

g3643588 

133 



[Arabidopsis thaliana] 



15836 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-68 

401 

97 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

133999 

95675_1.R1010 

jC-atXLIB327406P4g03a2 

BLASTX 

g2304971 

166 

2.0e-ll 

84 

48 

(U82828) ATM [Homo sapiens] 
134000 

95688_1.R1010 

jC-atXP26C128K22T7047al 

BLASTX 

g3395432 

550 

3.0e-56 

108 

100 

(AC004 683) unknown protein [Arabidopsis thaliana] 
134001 

95697_1.R1010 
jC-atXLIB3274 06P4h08a2 



134002 

95705_1.R1010 

jC-atXLIB327407Pla01a2 

BLASTN 

g2244788 

374 

O.Oe+00 

457 

94 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



134003 

95709_1.R1010 

jC-atXLIB327407Pia03a2 

BLASTN 

g2351069 

170 

2.0e-90 

359 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 



134004 



15837 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95721__1.R1010 

jC-atXLIB327407Pla09a2 

BLASTN 

g4680765 

135 

l,0e-69 

207 

91 

Arabidopsis thaliana BAG F14I23 from chromosome V near 69 
cM, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



134005 

95728_1.R1010 
jC-atXLIB327407Plb01a2 

134006 

95736_1.R1010 

jC-atXLIB327407Plb06a2 

BLASTX 

g4406761 

513 

7.0e-52 

97 

98 

{AC006836) putative ubiquinone biosynthesis protein 
[Arabidopsis thaliana] 

134007 

95742_1.R1010 

jC-atXLIB327407Plb09a2 

BLASTX 

g3668075 

73 

5.0e-50 

102 

99 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
134008 

95753_1.R1010 

jC-atXLIB327407Plc03a2 

BLASTN 

g3985952 

312 

l.Oe-175 

399 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

134009 

95755_1.R1010 
g2048296 

134010 

957 60_2.R1010 
jC-atXP12C103E16T7063al 



15838 



Method 


BLASTX 


NCBI GI 


g4567197 


BLAST score 


123 


E value 


5. Oe-36 


Match length 


171 


% identity 


51 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


134011 


Contig ID 


95760__3.R1010 


5 '-most EST 


jC-atXLIB327407Plc07a2 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


52 


E value 


4.0e-20 


Match length 


56 


% identity 


98 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


134012 


Contig ID 


95768 l.RlOlO 


5 '-most EST 


jC-atXLIB327407Plclla2 


Seq. No. 


134013 


Contig ID 


9577a_l.R1010 


5 '-most EST 


jC-atXLIB327407Plcl2a2 


Method 


BLASTX 


NCBI GI 


g2462739 


BLAST score 


545 


E value 


7.0e-56 


Match length 


100 


% identity 


100 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thai 


Seq. No. 


134014 


Contig ID 


95772_1.R1010 


5 '-most EST 


jC-atXP86CG9G10T7bl 


Method 


BLASTX 


NCBI GI 


g4689328 


BLAST score 


377 


E value 


6. Oe-36 


Match length 


130 


% identity 


58 


NCBI Description 


(AF132552) BcDNA. GMQ1838 [Drosophila melanogaster 


Seq. No. 


134015 


Contig ID 


95783_1.R1010 


5 ' -most EST 


jC-atXLIB327407Pld09a2 


Method 


BLASTX 


iMCBl bl 


qZbooolZ 


BLAST score 


194 


E value 


l.Oe-14 


Match length 


58 


% identity 


59 


NCBI Description 


(U93272 ) pyrophosphate-dependent phosphof ructo-1- 



[Prunus armeniaca] 



15839 



Seq. No, 


134016 


Contig ID 


95785 l.RlOlO 


5 -most EjoT 


^C-atXLIBJ^ /4U / PiaiUaz 


Method 


IDT 7\ C TV 


NCBI GI 


g3335372 


BLAST score 


350 


E value 


6 . Oe-33 


Match length 


117 


% identity 


57 


NCBI Description 


(AC003028) putative SRGl protein 


Seq. No. 


134017 


Contig ID 


95795 l.RlOlO 


5 ' -most EST 


jC-atXLIB327407Ple04a2 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


239 


E value 


6. Oe-20 


Match length 


65 


% identity 


65 


NCBI Description 


{AL035356) putative protein [Arab 


Seq. No. 


134018 


Contig ID 


95803__1.R1010 


5 ' -most EST 


jC-atXLIB327407Ple08a2 


Method 


BLASTN 




g4 iyyyo4 


BLAST score 


64 


E value 


3.0e-27 


Match length 


199 


% identity 


84 


NCBI Description 


Genomic sequence for Arabidopsis 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134019 

95814__1.R1010 

jC-atXLIB327407Plf03a2 

BLASTX 

g4587685 

603 

l.Oe-62 

117 

100 

(AC007197) putative methylmalonate semi-aldehyde 
dehydrogenase [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



134020 

95819_1.R1010 
jC-atXLIB327407Plf05a2 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134021 

95842_1.R1010 

jC-atXLIB327407Plg06a2 

BLASTN 

g4432829 

265 

l.Oe-147 



15840 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



395 
99 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134022 

95853_1.R1010 
gl517306 

134023 

95855_1.R1010 

jC-atXLIB327407Plh01a2 

BLASTX 

g3115852 

313 

2,0e-28 

72 

89 

(AL022023) putative protein [Arabidopsis thaliana] 
134024 

95855_2.R1010 

g906093 

BLASTX 

g3115852 

436 

8,0e-50 

128 

85 

{AL022023) putative protein [Arabidopsis thaliana] 
134025 

95858__1.R1010 

jC-atXLIB327407Plh03a2 

BLASTN 

g3150396 

321 

l.Oe-180 

419 

98 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134026 

95862_1.R1010 

jC-atXLIB327407Plh06a2 

BLASTN 

g2462264 

48 

8.0e-18 

52 

98 

Cuciomis sativus mRNA for patat in-like protein, partial 
134027 

95864_1.R1010 
jC-atXP15C106M4T7028al 



15841 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245107 

422 

3,0e-41 

126 

39 

(Z97343) 



thioesterase homolog [Arabidopsis thaliana] 



134028 

95864_2.R1010 
jC-atXLIB327407Plh08a2 

134029 

95899__1.R1010 

jC-atXLIB327414P4b06a2 

BLASTX 

g3335345 

229 

9.0e-19 

155 

38 

(AC004512) Contains similarity to ABC transporter 
gb_16517 90 from Synechocystis sp, gb_D90900. [Arabidopsis 
thaliana] 

134030 

96027_1.R1010 

jC-atXP117C143A5T7al 

BLASTX 

g3953458 

116 

4.0e-75 

179 

86 

(AC002328) F20N2.3 [Arabidopsis thaliana] 



134031 

96069_1 

gl7554 

BLASTX 

gl08698 

345 

3.0e-32 

82 

84 

{S79323 
abaxial 
[Vicia 



RIOIO 



) plasma membrane H(+)-ATPase [Vicia faba, Otafuku, 

epidermis, guard cell protoplasts. Peptide, 963 aa] 
faba] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



134032 

96115_1.R1010 
jC-atXLIB327415P2e03a2 

134033 

96136^1. RlOlO 

j C-atXLIB327 4 15P2 f 02a2 

BLASTX 



15842 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490332 
157 

2.0e-10 

48 

62 

{AL035656) putative protein [Arabidopsis thaliana] 
134034 

96201_1.R1010 
jC-atXLIB327419Pla05a2 

134035 

96217_1.R1010 
jC-atXLIB327419P3al2a2 

134036 

96238_1.R1010 

jC-atXLIB327419P3bl2a2 

BLASTX 

gl706103 

289 

l.Oe-25 

198 

41 

CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD 

SUBUNIT (CPSF 100 KD SUBUNIT) >gi__1363022_pir ^A56351 

cleavage and polyadenylation specificity factor lOOK chain 
- bovine >gi_599683_emb_CAA53535__ (X75931) Cleavage and 
Polyadenylation specificity factor (CPSF) lOOkD subunit 
[Bos taurus] 

134037 

96283_1.R1010 
jC-atXLIB327419P3e03a2 

134038 

96285_1.R1010 

jC-atXLIB327419P3e04a2 

BLASTX 

g4510396 

352 

3.0e-33 

126 

55 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
134039 

96289_1.R1010 

jC-atXLIB327 419P3e06a2 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



15843 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134040 

96289_3.R1010 
g2047731 

134041 

96304_1.R1010 

jC-atXP62C201M15T7067al 

BLASTN 

g2244788 

401 . 

O.Oe+OO 

551 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

134042 

96318_1.R1010 

jC-atXLIB327419P3flla2 

BLASTX 

g4335714 

397 

2.0e-38 

81 

100 

{AC006248) 
thaliana] 



ESSA I contig 



putative glucosyltransferase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134043 

96320_1.R1010 

jC-atXLIB327 419P3fl2a2 

BLASTN 

g3702732 

386 

O.Oe+00 

418 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGFIO, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134044 

96362_1.R1010 

jC-atXLIB327422P2a06a2 

BLASTN 

g531828 

56 

l.Oe-22 

60 

98 

Cloning vector pSportl, 
134045 

96372_1.R1010 

jC-atXLIB327422P2alla2 

BLASTX 

g3402714 

339 



complete cds 



15844 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-31 

87 

89 

(AC004261) unknown protein [Arabidopsis thaliana] 
134046 

96381_1.R1010 

jC-atXLIB327422P2b08a2 

BLASTN 

g4589445 

219 

l.Oe-119 

614 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 



134047 

96439_1.R1010 

jC-atXLIB327422P2el2a2 

BLASTX 

gl730588 

150 

2.0e-09 

75 

41 

HYPOTHETICAL 108.7 KD PROTEIN C14B1. 



5 IN CHROMOSOME III 



134048 

96470_1.R1010 

jC-atXLIB327422P3g05a2 

BLASTX 

gl076579 

635 

4.0e-66 

170 

66 

alcohol dehydrogenase homolog ADH3a - tomato 
134049 

96472_1.R1010 

jC-atXLIB327422P2g06a2 

BLASTX 

g4371293 

274 

7.0e-24 

101 

64 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
134050 

96472_2.R1010 

jC-atXLIB327427Plh07a2 

BLASTX 

g4371293 

169 

l.Oe-11 



15845 



Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
74 

{AC006260) hypothetical protein [Arabidopsis thaliana] 
134051 

96498_1.R1010 

jC-atXLIB327422P2hl0a2 

BLASTX 

g2344889 

476 

l.Oe-47 

110 

85 

(AC002388) unknown protein [Arabidopsis thaliana] 
134052 

96534_1.R1010 

jC-atXLIB327422P3c02a2 

BLASTN 

g531828 

44 

2.0e-15 

52 

96 

Cloning vector pSportl, complete cds 
134053 

96560_1.R1010 

jC-atXLIB327422P3d04a2 

BLASTN 

g2462264 

46 

l.Oe-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



134054 

96566__1.R1010 

jC-atXLIB327422P3d08a2 

BLASTN 

g4589440 

206 

l.Oe-112 

364 

90 

Arabidopsis thaliana genomic DNA, 
MSD21, complete sequence 



chromosome 3, PI clone 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134055 

96588_1.R1010 

jC-atX25013QlElD06al 

BLASTX 

g3024898 

416 

2.0e-40 
97 



15846 



% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657) >gi_1504028_dbj_BAA13213_ 
(D86977) similar to putative ATP-dependent RNA helicase 
K03H1.2 of C.elegans {S41025) [Homo sapiens] >gi_3123906 
(AF038391) pre-mRNA splicing factor [Homo sapiens] 

134056 

96599_1.R1010 

jC-atXLIB327422P3f04a2 

BLASTN 

g2462264 

46 

2.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-li]ce protein, partial 



134057 

96673_1.R1010 

jC-atXP4C88H7T7070al 

BLASTN 

g4235150 

578 

O.Oe+00 

614 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T25B24 genomic 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



134058 

96781_1.R1010 

jC-atXLIB327427P3h01a2 

BLASTN 

g2462264 

50 

6.0e-19 

50 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134059 

96815_1.R1010 

jC-atXLIB327427P3h07a2 

BLASTN 

g4691223 

310 

l.Oe-174 

425 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

134060 

96834_1.R1010 

jC-atXLIB327427P4a07a2 

BLASTN 



15847 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264307 
240 

l.Oe-132 

436 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MED24, complete sequence [Arabidopsis thaliana] 



134061 

96840_1.R1010 

jC-atXLIB327427P4al0a2 

BLASTN 

g531828 

52 

4.0e-20 

52 

100 

Cloning vector pSportl, 



PI clone 



complete cds 



134062 

96880_1.R1010 

jC-atXLIB327427P4c06a2 

BLASTX 

g2880049 

356 

l.Oe-33 

98 

73 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
134063 

96898_1.R1010 

jC-atXLIB327427P4d05a2 

BLASTX 

g4006853 

439 

2.0e-43 

84 

100 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



134064 

96900_1.R1010 
jC-atXLIB327427P4d06a2 

134065 

96913_1.R1010 

jC-atXLIB327427P4f01a2 

BLASTN 

g2264321 

396 

O.Oe+00 

440 

47 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone 



15848 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134066 

96923__1.R1010 

jC-atXLIB327 427P4e06a2 

BLASTN 

g4757662 

390 

O.Oe+00 

434 

97 

Genomic sequence for Arabidopsis thaliana BAG F10B6 from 
chromosome I, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134067 

96928_1. RIGID 

jC-atXLIB327427P4el0a2 

BLASTN 

g2244870 

212 

l.Oe-115 

550 

98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Contig ID 
5 '-most EST 



134068 

96938_1.R1010 
jC-atXLIB327427P4f03a2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134069 

96940_1.R1010 

jC-atXLIB327427P4f04a2 

BLASTN 

g4325340 

354 

O.Oe+00 

415 

100 



NCBI Description Arabidopsis thaliana BAC TlJl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134070 

96948_1.R1010 

jC-atXLIB327427P4f08a2 

BLASTN 

g3510345 

283 

l.Oe-158 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ8, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134071 

97077_1.R1010 
g2723090 
BLASTX 
g4580389 



15849 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



422 

2.0e-41 

93 

87 

{AC007171) unknown protein [Arabidopsis thaliana] 



134072 

97163_1.R1010 

jC-atXLIB327429P4d09a2 

BLASTN 

g3269280 

515 

O.Oe+00 

580 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M4I22 



134073 

97213_1.R1010 

jC-atXLIB327429P4h05b2 

BLASTX 

g4314401 

382 

l.Oe-36 

73 

99 

(AC006232) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



134074 

97215_1.R1010 

jC-atXLIB327429P4h06b2 

BLASTN 

g4159709 

423 

O.Oe+00 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 

134075 

97224_1,R1010 

jC-atXLIB327432P2a02a2 

BLASTX 

g3540184 

509 

l.Oe-51 

105 

92 

(AC004122) Similar to endoxylanases [Arabidopsis thaliana] 
134076 

97239_1,R1010 

jC-atXLIB327432P2al0a2 

BLASTN 



15850 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789706 
607 

O.Oe+00 

611 

100 

Arabidopsis thaliana chromosome 1 BAG F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

134077 

97245_1.R1010 

jC-atXLIB327432P2b01a2 

BLASTX 

g2642433 

540 

3.0e-55 

107 

100 

(AC002391) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134078 

97259__1.R1010 

jC-atXLIB327432P2b09a2 

BLASTN 

g2618677 

199 

l.Oe-108 

396 

94 

Arabidopsis thaliana BAG F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134079 

97274_1.R1010 

jC-atXLIB327432P2c06a2 

BLASTN 

g4519195 

133 

l.Oe-68 

258 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 



134080 

97286^1, RIOIO 

jC-atXLIB327432P2cl2b2 

BLASTN 

gl785729 

337 

O.Oe+OO 

377 

91 

A. thaliana mitochondrial 
134081 

97300 l.RlOlO 



genome, part B 



15851 



5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327419Plf06a2 
134082 

97300_2.R1010 
jC-atXLIB327432P2dlla2 

134083 

97363_1.R1010 
jC-atXLIB327432P2h08a2 

134084 

97367_1.R1010 

jC-atXLIB327432P2hlla2 

BLASTX 

g3142300 

108 

5.0e-19 

98 

58 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb__AA651043 come from this 
gene. [Arabidopsis thaliana] 

134085 

97418_1.R1010 

jC-atXLIB327437P2cl2b2 

BLASTN 

g2290120 

52 

2.0e-20 

72 

93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134086 

97604_1.R1010 

jC-atXLIB327437P3g05a2 

BLASTN 

g2760171 

123 

2.0e-62 

372 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 

134087 

97662_1.R1010 

jC-atXP53C183O19T7091dl 

BLASTX 

g3386614 

398 

l.Oe-38 

133 

49 



PI clone; 



15852 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



(AC004 665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



134088 

97774_1.R1010 

jC"atXLIB327438P4b09b2 

BLASTN 

g3985950 

285 

l.Oe-159 

353 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPIIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



134089 

97859_1.R1010 

jC-atXLIB327438P4g06b2 

BLASTN 

g2351069 

326 

O.Oe+00 

510 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



PI clone: 



134090 

98080_1.R1010 

jC-atXLIB327418P3d07a2 

BLASTN 

g3738313 

332 

O.Oe+00 

422 

99 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134091 

98103_2.R1010 

g560139 

BLASTX 

g4741197 

180 

3.0e-13 

83 
41 

(AL049746) aldose 1-epimerase-like protein [Arabidopsis 
thaliana] 

134092 

98104_1.R1010 

jC-atXLIB327418P3flla2 

BLASTX 

g3851586 

301 



15853 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



3.0e-27 

75 

76 

{AF092564) chromosome-associated protein-C [Homo sapiens] 
134093 

98127_1.R1010 

jC-atXLIB327419Pla02a2 

BLASTN 

g4006885 

408 

O.Oe+00 

428 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

134094 

98132_1.R1010 

jC-atXLIB327419Pla08a2 

BLASTN 

g2264304 

355 

O.Oe+00 

449 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

134095 

98134_1.R1010 

jC-atXLIB327419Plal0a2 

BLASTX 

g3522961 

246 

8.0e-21 

70 

71 

{AC004411) putative pto kinase [Arabidopsis thaliana] 
134096 

98140_1.R1010 

jC-atXLIB327419Plb04a2 

BLASTX 

g549975 

182 

2.0e-13 

35 

97 

(U12858) nucleosome assembly protein I-like protein; 
similar to mouse nap 1, PIR Accession Number JS0707 
[Arabidopsis thaliana] 

134097 

98143_1.R1010 

jC-atXLIB327419Plb07a2 

BLASTX 



15854 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g3219815 
143 

l.Oe-08 

57 

49 

MITOCHONDRIAL IMPORT INNER MEMBRANE TRANSLOCASE SUBUNIT 
TIM22 HOMOLOG >gi_2104453_emb_CAB08780_ (Z95397) unknown 
[Schizosaccharomyces pombe] 

134098 

98144_1.R1010 

jC-atXP112C129M21T7al 

BLASTX 

g4510406 

236 

2.0e-19 

73 

63 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
134099 

98145__1.R1010 
jC-atXLIB327419Plbl0a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134100 

98149_1.R1010 

jC-atXLIB327419Plc02a2 

BLASTN 

g3402671 

37 

5.0e-ll 

45 

96 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134101 

98152_2.R1010 

jC-atXLIB327419Plc05a2 

BLASTX 

g4206122 

367 

7.0e-35 

114 

64 

{AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
cry s t al 1 inum] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134102 

98173_1.R1010 

g2047511 

BLASTN 

g2351073 

197 

l.Oe-106 

578 

97 



15855 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
Myj24, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134103 

98173_3.R1010 

jC-atXLIB327419Ple04a2 

BLASTN 

g2351073 

256 

l,0e-142 

423 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYJ24, complete sequence [Arabidopsis thaliana] 

134104 

98177_1.R1010 

jC-atXLIB327419Ple09a2 

BLASTN 

g3293583 

393 

O.Oe+00 

429 

98 

Arabidopsis thaliana BAC T27D20 
134105 

98186_1.R1010 

jC-atXLIB327419Plf07a2 

BLASTN 

g4220510 

102 

6.0e-50 

358 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134106 

98187_1.R1010 

jC-atXLIB327419Plf08a2 

BLASTN 

g4589433 

370 

O.Oe+00 

422 

97 

Arabidopsis thaliana genomic DNA, 
MNI5/ complete sequence 

134107 

98188_1.R1010 

jC-atXLIB327419Plf09a2 

BLASTX 

g584867 

428 

4.0e-42 



chromosome 5, PI clone 



15856 



Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
74 

CYTOCHROME P450 77A2 (CYPLXXVIIA2 ) {P-450EG5) 

>gi_481959_pir S40266 gene CYP77A2 protein - eggplant 

>gi_542071_pir S41598 cytochrome P450 77A2 - eggplant 

>gi_438241_emb_CAA5064 6_ (X71655) CYP77A2 [Solanum 
melongena] 

134108 

98189_1.R1010 

jC-atXLIB327419Plfl0a2 

BLASTX 

gl361974 

213 

2.0e-23 

116 

50 

cysteine proteinase - clove pink (fragment) >gi_595986 
(017135) cysteine proteinase [Dianthus caryophyllus] 

134109 

98195_1.R1010 

jC-atXLIB327419Plg04a2 

BLASTX 

g4056465 

283 

4.0e-25 

78 

67 

(AC005990) F5O8.40 [Arabidopsis thaliana] 
134110 

98197__1.R1010 

jC-atXP25C123H15T7 059al 

BLASTN 

g2462264 

52 

5.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134111 

98197_2.R1010 
jC-atXLIB327419Plg06a2 

134112 

98200__1.R1010 

jC-atXLIB327419Plg09a2 

BLASTN 

g4589430 

303 

l.Oe-170 

502 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLD14, complete sequence 



15857 



II 



Seq. No. 


134113 


Contig ID 


98203_1.R1610 


•J ILLvJoL. ILiO 1 




Seq. No. 


134114 


Contig ID 


98207_1.R1010 


S ' -■mnst- F.ST 




O C • iN . 


X 1 X X «J 




Z/O^X± X * C\X\J ±\J 


S'-mn«?1- F.ST 




o c • IN u . 


X O X X o 




yo oo^ Xaivxuxvj 


D IllO o I, III O i 


dLAirOOV-#ZfiXii.ZXi /UDJdX 




RT.ASTY 


NCBI GI 


g3980396 


BLAST score 


454 


Il( vclXUc 














l/iUUU^ODX; puT-auxve suerox uieTinyx oxxuase [■"■■'-^■■Dxuops 




unaxxdna J 


beq, NO. 




^oxicxy xu 


Qft'^4^ 1 pimn 


R 1 — nine:-!- FST 


JO d uAXiXIjOZ. / ft X ^i: ficU OdZ. 


Method 


BLASTX 


NCBI GI 


g4544449 




1 rid 

X U 4 


111 VdXLicr 






xz o 


*1 TO *t" 1 t T 

^ laeni-it^y 




LNL^DX UcoOX Xp L-XOn 


\jt\\^uuoDyz.} puLatixve peroxxaase [-"-j-^aDxaopsis tnaixanaj 


oeq. iNO. 


lo4 llo 


r^r>n"f- T rr TVs 
wOIlI-Xy XU 


yooDy X,i\XUXU 


S'-mo<?i- EST 




lie L.ii^V_l 




NCBI GI 


g4512651 


BLAST score 


232 


E vsliie 


D • ue x^ 




77 


xaenuxLy 


DO 


iNL/DX uescrxpuxon 


(AC007048) putative tyrosine transaitiinase [Arabidopsis 




T-iiaxxana j 


oeq* JNO. 


io4 iiy 


^^LJiiUxy xu 


yooKjo x.rvxuxu 


S'-most' EST 


-iP-atXPQrQ^MST7«^1 


Method 


BLASTN 


NCBI GI 


g4662628 


BLAST score 


193 


E value 


l,0e-104 


Match length 


365 


% identity 


95 



15858 



NCBI Description Arabidopsis thaliana chromosome II BAG F27O10 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134120 

98375_1.R1010 

jC-atXLIB327420P2a05a2 

BLASTN 

g2290120 

58 

9.0e-24 

62 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

134121 

98378^1. RIOIO 

jC-atXLIB327420P2a08a2 

BLASTN 

g3868723 

269 

l.Oe-149 

383 
93 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

134122 

98383_1.R1010 

jC-atXLIB327420P2b03a2 

BLASTX 

g2245029 

551 

l.Oe-56 

115 

90 

(Z97341) limonene cyclase homolog [Arabidopsis thaliana] 
134123 

98384_1.R1010 

jC-atXLIB327420P2b04a2 

BLASTX 

g2129471 

260 

2.0e-22 

59 

83 

glyceraldehyde-3-phosphate dehydrogenase (EC 1,2.1.12) 
precursor - Scotch pine >gi_1100223 (132560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

134124 

98389_1.R1010 

jC-atXLIB327420P2b08a2 

BLASTX 

g3328231 

296 
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NCBI Description 



l.Oe-26 

117 

51 

(AF051784) 14S cohesin SMCl subunit; SMC protein [Xenopus 
laevis] 

134125 

98390_1.R1010 

jC-atXLIB327420P2b09a2 

BLASTX 

g4544387 

566 

2.0e-58 

109 

94 

(AC007047) putative purple acid phosphatase precursor 
[Arabidopsis thaliana] 

134126 

98392_1,R1010 

jC-atXLIB327420P2blla2 

BLASTN 

g2245073 

227 

l.Oe-124 

373 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

134127 

98400_1.R1010 

jC-atXLIB327420P2c07a2 

BLASTN 

g3228389 

270 

l.Oe-150 

431 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

134128 

98415_1.R1010 

jC-atXLIB327420P2d09a2 

BLASTN 

g2264312 

295 

l.Oe-165 

468 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134129 

98430_1.R1010 
jC-atXLIB327420P2el2a2 
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BLASTN 

g4519193 

397 

O.Oe+00 

417 

99 

Arabidopsis thaliana genomic DNA, 
MDCll, complete sequence 



chromosome 3, PI clone 



134130 

98445_1.R1010 

jC-atXLIB327420P2g04a2 

BLASTN 

g2642152 

205 

l.Oe-111 

418 

98 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134131 

98464_1.R1010 

jC-atXLIB327 420P2hl2a2 ' 

BLASTX 

g399028 

179 

6.0e-13 

77 

45 

ALLIIN LYASE PRECURSOR (ALLIINASE) (CYSTEINE SULPHOXIDE 

LYASE) >gi_419808_pir S29302 alliin lyase (EC 4.4.1.4) 

precursor - garlic >gi_16109_emb_CAA78268_ (Z12622) 
precursor alliinase [Allium sativum] 

134132 

98594_1.R1010 

jC-atXP37C156F24T7d2 

BLASTX 

g3451078 

261 

l.Oe-42 

140 

72 

(AL031326) putative protein [Arabidopsis thaliana] 



134133 

98594_2.R1010 

jC-atXP37C156F24T7s2 

BLASTN 

g3451055 

335 

O.Oe+00 

404 

100 

Arabidopsis thaliana 
{ESSAII project) 



DNA chromosome 4, BAC clone F16G20 



15861 
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Cloning vector pSVSportl beta— lactamase gene, complete cds 
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NCBI GI 
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(zyy/U/) methionyl ammopeptidase-liJce protein [Araoidopsi 
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NCBI GI 
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Match length 
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% identity 
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(AC004665) hypothetical protein [Arabidopsis thaliana] 
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>gi_3702345 (AC005397) hypothetical protein [Arabidopsis 
thaliana] 

134139 

98696_1.R1010 

jC-atXLIB327427Plcl0a2 

BLASTN 

g2477521 

230 

l.Oe-126 

492 

100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134140 

98702_1.R1010 

jC-atXLIB327427Pld04a2 

BLASTN 

g2584827 

394 

O.Oe+00 

414 

99 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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BLAST score 

E value 

Match length 

% identity 
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134141 

98703_1.R1010 

jC-atXLIB327427Pld05a2 

BLASTN 

g4220645 

221 

l.Oe-121 

440 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 

134142 

98707_1.R1010 
jC-atXLIB327427Pld09a2 

134143 

98708_1.R1010 
jC-atXLIB327427Pldl0a2 

134144 

98723_1.R1010 

jC-atXLIB327427Plf02a2 

BLASTN 

gl871173 

421 

O.Oe+00 

442 

95 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 



15863 



sequence, complete sequence 
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5 '-most EST 
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NCBI GI 
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Match length 

% identity 
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134145 

98725_1.R1010 

jC-atXLIB327427Plf04a2 

BLASTX 

g4512660 

195 

9.0e-15 

81 

51 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544467_gb_AAD22374„l_AC006580_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134146 

98726_1.R1010 
jC-atXLIB327427Plf05a2 



Seq. No. 
Contig ID 
5 '-most EST 



134147 

98728_1,R1010 
jC-atXLIB327427Plf07a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134148 

98737_1.R1010 

jC-atXLIB327427Plg04a2 

BLASTN 

g2462264 

54 

2,0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134149 

98742_1.R1010 

jC-atXLIB327427Plgl2a2 

BLASTX 

g2961388 

294 

2.0e-26 

82 
84 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134150 

98751__1.R1010 

jC-atXLIB327427Plhl0a2 

BLASTN 

g540252 

34 

2.0e-09 

34 

100 

Cloning vector pSVSportl beta-iactamase gene, complete cds 



Seq. No. 



134151 
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98804_1.R1010 

jC-atXP112C129H2T7al 

BLASTN 

g4159707 

590 

O.Oe+00 

695 

97 

Arabidopsis thaliana genomic DNA, 
MJK13, complete sequence 



chromosome 3, PI clone 



134152 

98806_1,R1010 

jC-atXLIB327429P3a07a2 

BLASTX 

g2980805 

108 

8.0e-52 

147 

87 

(AL022197) putative protein [Arabidopsis thaliana] 
134153 

98851_1,R1010 
jC-atXLIB327429P3d08a2 

134154 

98922_1.R1010 

jC-atXLIB327403P3a07a2 

BLASTX 

g2462753 

573 

7.0e-59 

128 

77 

{AC002292) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



134155 

98938_1.R1010 

jC-atXLIB327403P3c02a2 

BLASTN 

g3449330 

46 

l.Oe-16 

150 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDJ14, complete sequence [Arabidopsis thaliana] 

134156 

98941_1.R1010 
jC-atXLIB327403P3c06a2 

134157 

98955_1.R1010 
jC-atXLIB327403P3e01a2 



PI clone 



15865 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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BLASTN 

g2656028 

229 

l.Oe-126 

350 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MNF13 



clone: 
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5 '-most EST 
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Match length 

% identity 
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5 '-most EST 
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BLAST score 



134158 

98970_1.R1010 

jC-atXLIB327403P3f06a2 

BLASTN 

g3327922 

213 

l.Oe-116 

426 

98 

Arabidopsis thaliana chromosome II BAG T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134159 

98983_1.R1010 

jC-atXLIB327 403P3glla2 

BLASTX 

g3287696 

507 

3.0e-66 

157 

75 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORE may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

134160 

98985_1.R1010 
g2047966 

134161 

98995_1.R1010 

jC-atXLIB327404P3a05al 

BLASTN 

g2914688 

501 

0,0e+00 

558 

97 

Arabidopsis thaliana chromosome II BAG F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134162 

99026__1.R1010 

jC-atXLIB327404P3dl2al 

BLASTX 

g3033392 

43 
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3.0e-25 

75 

77 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 



134163 

99035_1.R1010 

jC-atXLIB327404P3f03al 

BLASTX 

g3047124 

179 

9.0e-13 

57 

65 

(AF058919) No definition 



line found [Arabidopsis thaliana] 



134164 

99037_1.R1010 

jC-atXLIB327404P3f06al 

BLASTX 

g4587570 

560 

2.0e-57 

130 

89 

(AC006550) Strong similarity to gi_2244833 centromere 
protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb_AA586277 come from 
this gene 

134165 

99043_1.R1010 

j C-atXLIB32 7 404 P3gO 2a 1 

BLASTX 

g4432844 

276 

3.0e-24 

107 

46 

{AC006283) unknown protein [Arabidopsis thaliana] 
134166 

99046_1.R1010 

jC-atXP4 4C170L2T7062al 

BLASTX 

g4585989 

144 

l.Oe-08 

114 

39 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
134167 

99050_1.R1010 
jC-atXLIB327404P3g09al 
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134168 

99052_1.R1010 

jC"atXLIB3274 04P3hl2al 

BLASTX 

g4539399 

509 

2.0e-51 

128 

79 

(AL035526) 
thaliana] 



ras-like GTP-binding protein [Arabidopsis 



134169 

99059__1.R1010 

jC-atXLIB327404P3h07al 

BLASTN 

g3176695 

304 

l.Oe-170 

437 

96 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

134170 

99061_1.R1010 

jC-atXP2C77E7T7059al 

BLASTX 

g4586044 

361 

4.0e-34 

92 

75 

(AC007020) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



134171 

99068_1.R1010 

jC-atXLIB327405P2a08al 

BLASTX 

g4567260 

424 

l.Oe-41 

82 

100 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 

134172 

99073_2.R1010 
g502080 



Seq. No. 



134173 
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5 '-most EST 
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BLAST score 

E value 

Match length 
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II 



99101_1.R1010 

jC-atXLIB327405P2dl0al 

BLASTX 

g4325345 

250 

3.0e-21 

73 

23 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42^ 
N=l) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134174 

99112_1.R1010 

jC-atXLIB327405P2el0al 

BLASTN 

g3063690 

400 

O.Oe+00 

515 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F4D11 
(ESSAII project) 



Seq, No. 
Contig ID 
5 '-most EST 



134175 

99124_1.R1010 
jC-atXLIB3274G5P2fl0al 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134176 

99128_1.R1010 

jC-atXLIB327405P2g03al 

BLASTN 

g4406776 

58 

l.Oe-23 

204 

82 

Arabidopsis thaliana chromosome II BAG F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134177 

99134_1.R1010 

jC-atXLIB327405P2gl0al 

BLASTN 

g2462264 

50 

6.0e-19 

50 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Contig ID 
5 "-most EST 
Method 
NCBI GI 



134178 

99153_1.R1010 

jC-atXLIB327428Pla03a2 

BLASTN 

g3059018 
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442 

O.Oe+00 

454 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 

134179 

99200_1.R1010 
jC-atXLIB327428Plc06a2 
BLASTX 
^g4262147 
255 

8.0e-22 

94 

53 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 

134180 

99238_1.R1010 

jC-atXLIB327428Ple03a2 

BLASTX 

g4097543 

349 

7.0e-33 

68 

87 

(U64904) ATFPl [Arabidopsis thaliana] 
134181 

99242_1.R1010 

jC-atXLIB327428Ple05a2 

BLASTN 

g2564049 

103 

l.Oe-50 

239 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



134182 

99251_1.R1010 

jC-atXLIB327428Plel0a2 

BLASTN 

g4589420 

398 

O.Oe+00 

428 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3G17, complete sequence 

134183 

99253_1,R1010 
jC-atXLIB327428Plella2 



15870 
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NCBI GI 
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Match length 

% identity 
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BLASTX 

g2493321 

274 

2.0e-67 

226 

56 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi__2129952_pir S66353 L-ascorbate oxidase (EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 

134184 

99253_2.R1010 

jC-atXP17C110F23T7s3 

BLASTN 

g2208902 

422 

O.Oe+00 

458 

98 

Arabidopsis thaliana mRNA for ascorbate oxidase, partial 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134185 

99257_1.R1010 

jC-atXLIB327428Plf02a2 

BLASTN 

g4544381 

208 

l,0e-113 

423 

97 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

134186 

99285_1.R1010 

jC-atXLIB327428Plg06a2 

BLASTN 

g531828 

43 

4.0e-15 

47 

98 

Cloning vector pSportl, complete cds 
134187 

99289_1.R1010 

jC-atXLIB327428Plg09a2 

BLASTN 

g4092471 

120 

9.0e-61 

339 
85 

Arabidopsis thaliana BAC F9M13 from chromosome IV near 21,5 
cM, complete sequence 



15871 



# 



Seq. No, 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134188 

99307__1.R1010 

jC-atXLIB327428Plh06a2 

BLASTN 

g540252 

50 

6.0e-19 

50 

100 

Cloning vector pSVSportl beta-lactamase gene. 



complete cds 



134189 

99310__1.R1010 

jC-atXLIB327428Plh09a2 

BLASTN 

g3449312 

371 

O.Oe+00 

505 

96 

Arabidopsis thaliana genomic DNA, chromosome 5/ TAC 
K16L22, complete sequence [Arabidopsis thaliana] 



134190 

99316_1.R1010 

jC-atXLIB327428P4a01a2 

BLASTN 

g4519195 

401 

O.Oe+QO 

425 

99 

Arabidopsis thaliana genomic DNA, 
MQC12, complete sequence 



clone ; 



chromosome 3, PI clone: 



134191 

99317_2.R1010 
jC-atXLIB327428P4a02a2 

134192 

99346_1.R1010 

jC-atXP34C14 9G13T7al 

BLASTX 

g4678332 

290 

l.Oe-25 

135 

49 

(AL049658) putative peptide transporter [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134193 

99347_1.R1010 

jC-atXLIB327428P4gl2a2 

BLASTX 

g2462763 



15872 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



303 

2.0e-27 

61 

100 

(AC002292) Highly similar to auxin-induced protein 
{aldo/keto reductase family) [Arabidopsis thaliana] 

134194 

99349__1.R1010 

jC-atXLIB327428P4g07a2 

BLASTN 

gl7686 

174 

7.0e-93 

252 

98 

A. thaliana telomere associated sequence DNA 
134195 

99356_1.R1010 

jC-atXLIB327428P4dl0a2 

BLASTX 

g4006896 

585 

3.0e-60 

124 

91 

{Z99708) SCARECROW-like protein [Arabidopsis thaliana] 
134196 

99361_1.R1010 

jC-atXLIB327428P4e04a2 

BLASTX 

g3763932 

288 

l.Oe-25 

71 

77 

{AC004450) putative protein kinase [Arabidopsis thaliana] 
134197 

99371__1.R1010 

jC-atXLIB327428P4f02a2 

BLASTN 

g3789706 

397 

0,0e+00 

429 

98 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

134198 

99372_1.R1010 

jC-atXLIB327428P4f03a2 

BLASTN 

g2264311 



15873 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



432 

O.Oe+00 

452 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLNl, complete sequence [Arabidopsis thaliana] 

134199 

99375_1,R1010 
jC-atXLIB327428P4f06a2 

134200 

99376__1.R1010 

jC-atXLIB327428P4f07a2 

BLASTN 

g2462264 

52 

4.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134201 

99378_1.R1010 

jC-atXLIB327 428P4f09a2 

BLASTX 

g3928543 

380 

2.0e-36 

104 

68 

{AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134202 

99389_1.R1010 

jC-atXLIB327428P4g08a2 

BLASTX 

g3355470 

274 

5.0e-24 

98 

54 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134203 

99400_1.R1010 

jC-atXLIB327428P4h09a2 

BLASTN 

g3176701 

340 

0-Oe+OO 

474 

97 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



15874 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



134204 

99415^1. RIOIG 

jC-atXP39C161F15T7sl 

BLASTN 

g2262097 

584 

O.Oe+00 

604 

99 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

134205 

99425__1.R1010 

g735942 

BLASTN 

g2392894 

138 

2.0e-71 

376 

96 

Arabidopsis thaliana brassinosteroid insensitive 1 (BRIl) 
gene, complete cds 

134206 

99434_1.R1010 
jC-atXLIB327438P3dl2bl 

134207 

99434_2.R1010 
jC-atXP31C144KlT7sl 

134208 

99444_1,R1010 

jC-atXLIB327438P3ellbl 

BLASTX 

g4097505 

588 

6.0e-61 

116 

97 

(U63020) Dl protein [Magnolia pyramidata] 
134209 

99444_2.R1010 

g2747932 

BLASTX 

g4097505 

46 

3.0e-18 

58 
100 

(U63020) Dl protein [Magnolia pyramidata] 
134210 

99581 l.RlOlO 



15875 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327439Plh02a2 

BLASTX 

g4115383 

43 

4.0e-25 

159 

47 

(AC005967) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134211 

99731_1.R1010 

jC-atXLIB327403P3h04b2 

BLASTN 

g4510360 

192 

l.Oe-103 

437 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



134212 

99743_1.R1010 

jC-atXP70C220P10T7054al 

BLASTN 

g4589445 

222 

l.Oe-121 

379 

92 

Arabidopsis thaliana genomic DNA, 
MWL2, complete sequence 



chromosome 3, PI clone: 



134213 

99749_1.R1010 

jC-atXLIB327405Plal0a2 

BLASTN 

g4757395 

415 

O.Oe+00 

415 

100 

Arabidopsis thaliana genomic 
K21L13, complete sequence 

134214 

99759_1.R1010 

jC-atXLIB3274 05Plb07a2 

BLASTX 

g728868 

95 

2.0e-21 

111 

48 

ANTER-SPECIFIC 
>gi_99824_pir_ 



DNA, chromosome 5, TAG clone: 



PROLINE-RICH PROTEIN APG (PROTEIN CEX) 
SI 6748 proline-rich protein - rape 



15876 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(fragment) >gi_22597__emb_CAA42924__ (X60376) proline-rich 
protein [Brassica napus] 

134215 

99761_1.R1010 

jC-atXLIB327405Plb08a2 

BLASTN 

g2351073 

356 

0. Oe+00 

400 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYJ24, complete sequence [Arabidopsis thaliana] 

134216 

99766_1.R1010 

jC-atXLIB327405Plc01a2 

BLASTX 

g2388580 

425 

9.0e-42 

96 

74 

{AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

134217 

99768_1.R1010 

jC-atXLIB327405Plc02a2 

BLASTX 

g2827659 

467 

l.Oe-46 

95 
97 

(AL021637) putative protein [Arabidopsis thaliana] 
134218 

99771_1.R1010 

jC-atXLIB327405Plc04a2 

BLASTN 

g4455229 

209 

l.Oe-114 

418 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13M23 
(ESSAII project) 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134219 

99778_1.R1010 

jC-atXLIB327405Plc09a2 

BLASTX 

g4455293 

67 

3.0e-ll 



15877 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
67 

(AL035528) putative protein [Arabidopsis thaliana] 
134220 

99786_1.R1010 

jC-atXLIB327405Pld03a2 

BLASTN 

g2262155 

354 

O.Oe+00 

527 

96 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

134221 

99786_2.R1010 

jC-atXP92C247O15T7019dl 

BLASTN 

g2262155 

273 

l,0e-152 

595 

99 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

134222 

99788_1.R1010 

jC-atXLIB327405Pld05a2 

BLASTN 

g2462264 

57 

4.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134223 

99810_1.R1010 

jC-atXLIB327405Ple08a2 

BLASTN 

g2564049 

229 

l.Oe-126 

431 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134224 

99819_1.R1010 

jC-atXLIB327405Plf01a2 

BLASTN 

g3128137 

54 



15878 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

130 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 

134225 

99830_1.R1010 
jC-atXLIB327405Plf09a2 

134226 

99834_1.R1010 

jC-atXLIB327405Plflla2 

BLASTN 

g2335089 

331 

O.Oe+00 

413 

100 

Arabidopsis thaliana chromosome II BAG T11A7 genomic 
sequence/ complete sequence [Arabidopsis thaliana] 

134227 

99838_1.R1010 

jC-atXP19C113B6T7072al 

BLASTN 

g3785992 

362 

0,0e+00 

548 

97 

Arabidopsis thaliana chromosome II BAG T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134228 

99851_1.R1010 

jC-atXLIB327405Plh04a2 

BLASTN 

g4454587 

430 

O.Oe+00 

512 

100 

Arabidopsis thaliana BAG F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

134229 

99870__1.R1010 

jC-atXLIB327405P2b01b2 

BLASTN 

g3869068 

370 

O.Oe+00 

370 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 



15879 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134230 

100024_1.R1010 

jC-atXLIB327 439P2d04a2 

BLASTN 

g2264312 

264 

l.Oe-146 

404 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
M0K16, complete sequence [Arabidopsis thaliana] 

134231 

100032_1.R1010 
jC-atXLIB327439P2e04a2 

134232 

100035_1.R1010 

jC-atXLIB327439P2el0a2 

BLASTX 

g4006918 

407 

l.Oe-39 

81 

100 

(Z99708) peroxidase like protein [Arabidopsis thaliana] 
134233 

100042_1,R1010 

jC-atXLIB327439P2f08a2 

BLASTN 

g2656029 

311 

l.Oe-174 

398 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 

134234 

100064_1.R1010 

jC-atXLIB327439P2hl0a2 

BLASTX 

g3033384 

288 

l.Oe-25 

62 

84 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
134235 

100067_1.R1010 

g773535 

BLASTN 

g4376087 

114 



15880 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-57 

122 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

134236 

100091_1.R1010 

jC-atXLIB327439P3b07a2 

BLASTX 

g4406756 

608 

4.0e-63 

145 

77 

{AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 

134237 

100111_1.R1010 

jC-atXLIB327439P3clla2 

BLASTN 

g4220643 

230 

l.Oe-126 

338 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

134238 

100114_1,R1010 

jC-atXLIB327439P3d04a2 

BLASTN 

g4519194 

264 

l,0e-146 
411 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17, complete sequence 

134239 

100121__1.R1010 
jC-atXLIB327439P3dl0a2 

134240 

100125_1.R1010 

jC-atXLIB327439P3e01a2 

BLASTX 

g2688828 

405 

2.0e-39 

118 

64 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



15881 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134241 

100130_1.R1010 

j C-atXLIB327 4 3 9P3e05a2 

134242 

100157_1.R1010 
jC-atXLIB327439P3g03a2 

134243 

100161_1.R1010 

jC-atXLIB327439P3g05a2 

BLASTX 

g4115377 

337 

2.0e-31 

96 

65 

(AC005967) unknown protein [Arabidopsis thaliana] 



134244 

100162_1.R1010 

jC-atXLIB327439P3g06a2 

BLASTX 

g3688598 

510 

l.Oe-51 

127 

72 

(AB009029) Cycloartenol Synthase 



[Panax ginseng] 



134245 

100166_1.R1010 
jC-atXLIB3274 39P3g09a2 

134246 

100306_1.R1010 

jC-atXP73CF3D8T7bl 

BLASTX 

g2507097 

189 

l.Oe-13 

180 

36 

PHOSPHOLIPASE A- 2 -ACTIVATING PROTEIN 



(PLAP) 



134247 

100311_1.R1010 

jC-atXP73CF3AllT7bl 

BLASTX 

g4587589 

56 

3.0e-14 

66 

61 

(AC007232) hypothetical protein [Arabidopsis thaliana] 



15882 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134248 

100348_1.R1010 

jC-atXP73C224E2T7bl 

BLASTX 

g4587525 

596 

2,0e-61 

240 

49 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134249 

100349_1.R1010 

jC-atXP73C224D8T7bl 

BLASTX 

gl651907 

220 

9.0e-41 

174 

52 

(D90901) spore germination protein c2 [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134250 

100354_1.R1010 

jC-atXP73C224B4T7d2 

BLASTX 

g547706 

219 

2.0e-17 

126 

40 

INSULIN-DEGRADING ENZYME (INSULYSIN) (INSULINASE) 
PROTEASE) >gi_347022_pir S29509 insulinase (EC 3. 



(INSULIN 
4.99.45) 



- rat >gi_564 92_emb_CAA47689_ 
enzyme [Rattus norvegicus] 



(X67269) insulin-degrading 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134251 

100362_1.R1010 

jC-atXP73C223K9T7d2 

BLASTX 

g3080427 

1045 

l.Oe-114 

294 

67 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134252 

100364_1.R1010 

jC-atXP73C223K12T7bl 

BLASTN 

g3249094 

822 

O.Oe+OQ 



15883 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



860 
99 

Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 

134253 

100378_1.R1010 

jC-atXP73C223F20T7bl 

BLASTX 

g2618699 

1149 

l.Oe-126 

266 

83 

(AC002510) unknown protein [Arabidopsis thaliana] 
134254 

100388_1.R1010 

jC-atXP91CHlG5T7bl 

BLASTN 

g3869069 

58 

l.Oe-23 

331 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134255 

100400_1.R1010 

jC-atXP91CHlD7T7bl 

BLASTX 

g4220523 

297 

l.Oe-26 

148 

39 

(AL035356) putative alliin lyase [Arabidopsis thaliana] 
134256 

100423_1.R1010 

j C-atXP91CG6H6T7bl 

BLASTX 

g4176531 

150 

3.0e-09 

84 

42 

(AL035263) weaJc similarity to chick phosphatidylcholine-ste 
rol acetyltransf erase [Schizosaccharomyces pombe] 

134257 

100425_1.R1010 

jC-atXP91CG6G8T7bl 

BLASTX 

gl698548 

404 



15884 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



5.0e-39 

131 

63 

{U58971) calmodulin-binding protein [Nicotiana tabacum] 
134258 

100426_1.R1010 

jC-atXP91C247K7T7bl 

BLASTN 

g3241916 

219 

l.Oe-120 

374 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

134259 

100428_1,R1010 

jC-atXP91C247K19T7bl 

BLASTN 

g3047100 

346 

O.Oe+00 

346 

100 

Arabidopsis thaliana BAC F6N23 
134260 

100434_1.R1010 

jC-atXP91C24 7J10T7bl 

BLASTX 

g3582340 

246 

2.0e-20 

91 

57 

(AC005496) unknown protein [Arabidopsis thaliana] 
134261 

100435_1.R1010 

jC-atXP91C247I6T7bl 

BLASTX 

g4587546 

591 

5.0e-61 

155 

81 

{AC006577) Belongs to the PF_00011 Hsp20/alpha crystallin 
family. EST gb_W4312 comes from this gene. [Arabidopsis 
thaliana] 

134262 

100441_1.R1010 

jC-atXP91C247G24T7bl 

BLASTX 

g4490297 



15885 



BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



296 

2.0e-26 

170 

39 

{AL035678) 



putative protein [Arabidopsis thaliana] 



134263 

100445__1.R1010 
jC-atXP91C247G14T7bl 

134264 

100447_1.R1010 
jC-atXP91C247E4T7bl 

134265 

100513_1.R1010 

jC-atXP73CF2F2T7d2 

BLASTN 

g3461810 

577 

O.Oe+00 

743 

96 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134266 

100569_1.R1010 

jC-atXP118C155K3T7024al 

BLASTN 

g3046855 

82 

7.0e-38 

321 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSLl, complete sequence [Arabidopsis thaliana] 

134267 

100574_1.R1010 

g2759178 

BLASTN 

g4544435 

487 

O.Oe+00 

605 

95 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 



134268 

100574_4, 

g2597355 

BLASTN 

g4544435 

320 

l,0e-180 



RIOIO 



15886 



Match length 

% identity 

NCBI Description 



335 
99 

Arabidopsis thaliana chromosome II BAG F14M13 genomic 
sequence, complete sequence 



Seq. No- 


134269 


uonuig lu 


1 nn^inQ i ri m n 


D most Hioi 




Method 


D JjAo 1 A 




y ^±Zo ^ U -L 


DjjAoi. score 




E value 


1 . ue X 


L^aucn j-Gngun 


9 4 
Z 4 O 


■5 iuciit.xuy 


Q9 




^ \J \J ''X £j ^ J ULJ-l Pk-llw Wli J_ W L. ^ ^11 


Seq. No. 


134270 


Contig ID 


100618_1.R1010 


D ~mosL. £jo i 


-iP— n-l-YDl 1 PP1 RM^iTl nn 1 
- J L/ aUAir X Xov^Xfl OriD 1 / UUOciX 


Method 


r>X)/io 1 A 


JNLdI bX 


g4i OO / Xo / 


BLAST score 


O / 4 


E value 


o • ue— y 4 


Match length 


lb / 


% identity 


96 


NCBI Description 


(ACUUd4Uo; purative proxyx 




rZi'vaVNT Hi^r^OT a 'hlnal i anal 
LH.ra.I->xClOpbXo UilclXXciiicl J 


Seq. No. 


134271 


Contig ID 


100618 2.R1010 


5 '-most EST 


g3450328 


Method 


BLASTN 


NCBI GI 


g4337186 


BLAST score 


265 


E value 


l.Oe-147 


Match length 


305 


% identity 


98 



5 * partial 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



Arabidopsis thaliana chromosome II BAG T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134272 

100633_1.R1010 

jC-atXP118C144M20T7046al 

BLASTN 

g2462264 

58 

l.Oe-23 

58 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134273 

100633_2.R1010 
g2393488 

134274 

100659 l.RlOlO 



15887 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP119C209B10T7031al 

BLASTX 

gl542941 

794 

9.0e-85 
198 
77 

(X78116) 



Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



134275 

100661_1.R1010 

jC-atXP118C144B3T7075d2 

BLASTN 

g2213606 

208 

l.Oe-113 

694 

98 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



134276 

100670_1.R1010 

jC-atXP118C143N23T7027d2 

BLASTN 

g4589437 

545 

O.Oe+00 

716 

97 

Arabidopsis thaliana genomic DNA, 
MPN9, complete sequence 



chromosome 3, PI clone: 



134277 

100671_1.R1010 

jC-atXP118C143N23T7027al 

BLASTN 

g4589437 

604 

O.Oe+00 

680 

74 

Arabidopsis thaliana genomic DNA, 
MPN9, complete sequence 

134278 

100682_1.R1010 

jC-atXP118C143H5T7066d2 

BLASTN 

g3600045 

270 

l.Oe-150 

552 
93 

Arabidopsis thaliana BAC F2P3 



chromosome 3, PI clone: 



Seq. No. 



134279 



15888 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100686_1.R1010 

jC-atXP118C143G21T7058d2 

BLASTX 

g322752 

354 

4.0e-33 

130 

53 

auxin-independent growth promoter - Nicotiana tabacum 
>gi__559921_emb_CAA56570_ {X80301) axi 1 [Nicotiana ^.tabacum] 

134280 

100709_1.R1010 

jC-atXP118C142N22T7035d2 

BLASTX 

g3236241 

310 

4.0e-28 

86 
63 

{AC004684) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134281 

100713_1.R1010 

jC-atXP118C142N16T7050al 

BLASTX 

g3513739 

534 

2.0e-54 

113 

88 

{AF080118) 
epimerase; 



Similar to uridine diphosphate glucose 
F8M12.10 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134282 

100722_1.R1010 

jC-atXP113C133J6T7090a2 

BLASTX 

g2924784 

713 

2.0e-97 

185 

61 

{AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 134283 

Contig ID 100740_1 . RIOIO 

5 '-most EST jC-atXP113C228M12T7031al 



Seq. No. 
Contig ID 
5 '-most EST 



134284 

100740_4.R1010 
g948076 



Seq. No. 
Contig ID 



134285 

100742 2.R1010 



15889 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP113C230D23T7095al 

BLASTX 

g3641252 

178 

8.0e-13 

90 

48 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134286 

100744_1.R1010 

jC-atXP113C133N20T7067al 

BLASTN 

g4589437 

217 

l.Oe-118 

393 

90 

Arabidopsis thaliana genomic DNA, 
MPN9, complete sequence 

134287 

100744_4.R1010 

jC-atXP113C223D5T7070al 

BLASTN 

g4589437 

227 

l.Oe-124 

338 

92 

Arabidopsis thaliana genomic DNA, 
MPN9f complete sequence 

134288 

100749_1.R1010 

jC-atXP113C125G5T7029al 

BLASTN 

g4757388 

636 

O.Oe+00 

716 

91 

Arabidopsis thaliana genomic DNA, 
F15L12, complete sequence 



chromosome 3, PI clone: 



chromosome 3, PI clone: 



chromosome 5, PI clone: 



134289 

100752__2.R1010 

jC-atXP39C161H12T7sl 

BLASTN 

g3337347 

422 

O.Oe+00 

450 

99 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



15890 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134290 

100756_1.R1010 

jC-atXP113C217O6T7037a2 

BLASTN 

g3212846 

210 

l.Oe-114 

630 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



134291 

100775__1.R1010 

jC-atXP113C133N23T7075a2 

BLASTN 

g4519195 

251 

l.Oe-138 

826 

97 

Arabidopsis thaliana genomic DNA, 
MQC12, complete sequence 



chromosome 3^ PI clone: 



134292 

100808_1.R1010 

jC-atXP79CF4H9T7d2 

BLASTN 

g4725940 

301 

l.Oe-168 

377 

96 

Arabidopsis thaliana DNA chromosome A, BAC clone T1P17 
(ESSA project) 

134293 

100808_2.R1010 

j C-atXP7 9CF4H9T7bl 

BLASTX 

gll2717 

381 

3.0e-36 

162 

46 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134294 

100810_1.R1010 

jC-atXP7 9CF4H7T7bl 

BLASTX 

g4689473 

515 



15891 



E value 
Match length 
% identity 
NCBI Description 



5.0e-52 

124 

79 

{AC007213) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134295 

100810_2.R1010 

jC-atXP79CF4G9T7d2 

BLASTX 

g4689473 

817 

2,0e-87 

201 

78 

{AC007213) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


134296 


Contig ID 


lOUOoU l.RiUlU 


0 -most Bibi 


]] L— auAr / y^^zoytjZ i /di 


Method 


BLASTX 


NCBI GI 


g456722o 


BLAST score 




E value 


2 . Oe-41 


Match length 


80 


-s Identity 




NCBI Description 


(AC007119) unknown protein [Arabidops 


Seq. No. 


134297 


Contig ID 


100842 l.RlOlO 


5 '-most EST 


j C-atXP7 9C237B2T7bl 


Method 


BLASTX 


NCBI GI 


g629692 


BLAST score 


674 


E value 


l.Oe-70 


Match length 


223 


% identity 


62 


NCBI Description 


hypothetical protein - common tobacco 




>gi_506471_emb_CAA56189_ (X79794) unn 




[Nicotiana tabacum] 


Seq. No. 


134298 


Contig ID 


100842 2.R1010 


5 '-most EST 


g932909 


Method 


BLASTX 


NCBI GI 


g629692 


BLAST score 


333 


E value 


5.0e-31 


Match length 


100 



% identity 

NCBI Description 



66 

hypothetical protein - common tobacco 

>gi_506471_emb__CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 



134299 

100844 l.RlOlO 



15892 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP79C231J2T7bl 

BLASTN 

g4539415 

449 

O.Oe+00 

551 

55 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



134300 

100845_1.R1010 

jC-atXP7 9C231I16T7bl 

BLASTX 

gl35483 

649 

l.Oe-82 

167 
92 

TUBULIN BETA CHAIN >gi_84364_pir B30309 tubulin beta chain 

- Euplotes crassus (SGC9) >gi_290685 (J04534) beta-tubulin 
[Euplotes crassus] 

134301 

100856_1.R1010 

jC-atXP79C231F8T7bl 

BLASTN 

g2351063 

533 

O.Oe+00 

716 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

134302 

100861_1.R1010 

jC-atXP79C231E7T7bl 

BLASTN 

g4589451 

305 

l.Oe-171 

550 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T32G24, complete sequence 

134303 

100884_1.R1010 

jC-atXP20C115HlT7063al 

BLASTX 

g4008006 

379 

4.0e-69 

240 

53 

(AF084034) receptor-like protein kinase [Arabidopsis 



15893 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134304 

100892_1.R1010 

jC-atXP85CG8A6T7bl 

BLASTX 

g2809246 

646 

l.Oe-67 

188 

74 

(AC002560) F2401,15 



[Arabidopsis thaliana] 



134305 

100898_1.R1010 

jC-atXP85CG7H9T7bl 

BLASTX 

g3894191 

326 

6.0e-30 

146 

48 

{AC005662) unknown protein [Arabidopsis thaliana] 
134306 

100904_1.R1010 

jC-atXP85CG7H10T7bl 

BLASTX 

g4678262 

703 

3.0e-74 

169 

86 

{AL049657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 



134307 

100912_1.R1010 

jC-atXP85CG7FllT7bl 

BLASTN 

g2582640 

71 

2.0e-31 

71 

100 

Arabidopsis thaliana 
factor, RSp40 



mRNA for arginine/serine-rich splicing 



134308 

100931_1.R1010 

jC-atXP85C241H16T7bl 

BLASTX 

g2129956 

170 

5.0e-31 

140 

54 



15894 



NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photoassimilate-responsive protein PAR-lc precursor - 
common tobacco >gi_87148 9_emb_CAA58732_ (X83852) mRNA 
inducible by sucrose and salicylic acid and potato virus Y 
expressed in sugar-accumulating plants [Nicotiana tabacum] 

134309 

100931_2.R1010 
g2759097 

134310 

100931_3.R1010 

g2758893 

BLASTX 

g2129957 

318 

2.0e-29 

124 

51 

photoassimilate-responsive protein precursor (clone PAR-la) 
- common tobacco 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134311 

100939_1.R1010 

jC-atXP85C241F8T7bl 

BLASTX 

g3236253 

548 

5.0e-56 

182 

57 

{AC004684) receptor-like protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134312 

100942_1.R1010 

jC-atXP85C241F21T7bl 

BLASTX 

g2529663 

484 

l.Oe-113 

247 

85 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 {AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

134313 

100945_1.R1010 

jC-atXP85C241E4T7bl 

BLASTN 

g2760164 

173 

4.0e-92 

181 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18P6, complete sequence [Arabidopsis thaliana] 



15895 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134314 

100945_2.R1010 

gl520690 

BLASTN 

g2760164 

65 

7.0e-28 

139 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134315 

100946_1.R1010 

jC-atXP85C241E2T7bl 

BLASTN 

g3800746 

42 

5.0e-14 

50 

96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134316 

100949_1.R1010 

j C-atXP85C2 4 lD9T7bl 

BLASTN 

g3075383 

577 

O.Oe+00 

667 

96 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134317 

100975_1.R1010 

jC-atXP82C240P20T7bl 

BLASTX 

g3283893 

236 

2.0e-19 

77 

56 

(AF070626) unknown [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134318 

101020_1.R1010 

jC-atXP82CG2B2T7d3 

BLASTN 

g4455168 

438 

O.Oe+00 

700 

98 



15896 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



FIOMIO 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134319 

101026_1.R1010 

jC-atXP83CG3D10T7085dl 

BLASTN 

g3063438 

458 

O.Oe+00 

597 

98 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

134320 

101106_1.R1010 

jC-atXP82CGlEllT7bl 

BLASTX 

g3287693 

419 

7.0e-41 

153 

58 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 

134321 

101130__1.R1010 

jC-atXP82C241A2T7bl 

BLASTN 

g2656024 

188 

l.Oe-101 

689 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K15E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134322 

101156_1.R1010 

g2048347 

BLASTN 

g3449330 

95 

2.0e-45 

1018 

76 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone: 
MDJ14, complete sequence [Arabidopsis thaliana] 

134323 

101225_1.R1010 

j C-atXP95CH2A5T7 04 8dl 

BLASTX 

g2102691 



15897 



BLAST score 
E value 
Match length 
I identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



362 

3.0e-34 

102 

68 

(U64817) fructokinase [Lycopersicon esculentum] 
134324 

101225_2.R1010 

jC-atXP89C245B20T7sl 

BLASTX 

g2102691 

122 

3.0e-27 

116 

61 

(U64817) fructokinase [Lycopersicon esculentum] 



134325 

101242_1.R1010 

jC-atXP98CH8E5T7064dl 

BLASTN 

g2244950 

317 

l.Oe-178 

456 

98 

Arabidopsis thaliana DNA 
fragment No 



chromosome 4, ESSA I contig 



134326 

101243_1.R1010 

j C-atXP8 6CG9H5T7d2 

134327 

101246_1.R1010 
jC-atXP58C192PlT7s3 

134328 

101246__2.R1010 

jC-atXP95CG12G6T7029dl 

BLASTN 

g4467358 

41 

l.Oe-13 

49 

96 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
134329 

101266_1.R1010 

jC-atXP95CG12F3T7028bl 

BLASTN 

g4325340 

350 

O.Oe+00 

433 

94 



15898 



NCBI Description Arabidopsis thaliana BAG TlJl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134330 

101274_1.R1010 
jC-atXP95CG12E8T7091dl 

134331 

101276_1.R1010 
jC-atXP95CG12E5T7083dl 

134332 

101283_1.R1010 

jC-atXP95CG12ElT7051dl 

BLASTX 

g4582436 

485 

l.Oe-48 

198 

56 

(AC007196) unknown protein [Arabidopsis thaliana] 
134333 

101283_3.R1010 

g2393386 

BLASTX 

g4582436 

145 

5.0e-09 

59 

47 

(AC007196) unknown protein [Arabidopsis thaliana] 
134334 

101298_1.R1010 

jC-atXP95CG12DllT7035dl 

BLASTN 

g3985950 

514 

O.Oe+00 

673 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPIIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134335 

101298_2.R1010 

jC-atXP84CG5F12T7bl 

BLASTN 

g3985950 

444 

O.Oe+00 

578 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPIIO, complete sequence [Arabidopsis thaliana] 



Seq, No. 



134336 



15899 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101306_1.R1010 

g2580736 

BLASTN 

gl871173 

392 

O.Oe+00 

424 

100 

Arabidopsis thaliana chromosome II BAG T06D20 genomic 
sequence, complete sequence 

134337 

101306_2.R1010 

g2580922 

BLASTN 

gl871173 

378 

O.Oe+00 

400 

98 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

134338 

101335^1. RIOIO 

j C-atXP95CGllH2T7 07 9dl 

BLASTX 

gl653702 

230 

2.0e-64 

271 

52 

{D90915) dihydrolipoamide acetyltransf erase component (E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

134339 

101341_1.R1010 
jC-atXP95CGllH10T7087dl 

134340 

101343_1.R1010 

jC-atXP95CGllG8T7039dl 

BLASTX 

g3885330 

333 

6.0e-31 

117 

55 

(AC005623) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



134341 

101360_1.R1010 
jC-atXP95CGllF8T7054dl 



134342 
101364 



l.RlOlO 



15900 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



j C - a t XP 95CGllF5T7038dl 

BLASTX 

g2911058 

192 

2.0e-14 
89 
40 

{AL021961) 



putative protein [Arabidopsis thaliana] 



134343 

101378_1.R1010 

jC-atXP95CGllE8T7077dl 

BLASTN 

g4415905 

384 

O.Oe+00 

436 

97 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134344 

101419_1.R1010 

j C- a t XP 94CH4F4T7027dl 

BLASTX 

g2341041 

77 

2.0e-32 

145 

62 

{AC000104) Arabidopsis thaliana putative ethylene receptor 
{ERS2) gene {gb_AF047976) . EST gb_W43451 comes from this 
gene. [Arabidopsis thaliana] >gi_3687656 (AF047976) 
putative ethylene receptor; ERS2 [Arabidopsis thaliana] 

134345 

101422_1.R1010 

jC-atXP94CH4FllT7059dl 

BLASTN 

g4467358 

35 

6.0e-10 

39 
97 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
134346 

101429_1.R1010 
jC-atXP94CG12AlT7090dl 

134347 

101444_1.R1010 

jC-atXP94CGllC7T7015dl 

BLASTN 

gl070003 

40 

6.0e-13 



15901 



Match length 

% identity 

NCBI Description 



40 
100 

B.napus mRNA for biotin carboxyl carrier protein (pBP3) 
>gi_3715065_emb_A59874 .1_A59874 Sequence 3 from Patent 
WO9707222 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



134348 

101446_1.R1010 

jC-atXP94CGllC5T7094dl 

BLASTX 

g4415931 

323 

l.Oe-29 

147 

50 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

134349 

101459_2.R1010 

jC-atXP94CGllB12T7054dl 

BLASTX 

g4454039 

276 

4.0e-24 

73 

79 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 

134350 

101459_3.R1010 

g506597 

BLASTN 

g4454022 

371 

O.Oe+00 

465 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 

134351 

101462__1.R1010 

jC-atXP94CGllA8T7045dl 

BLASTX 

g4759286 

65 

2.0e-14 

85 

47 

uncoupling protein 4 >gi_4324701_gb_AAD16995_ (AF110532) 
uncoupling protein UCP-4 [Homo sapiens] 

134352 

101465 l.RlOlO 



15902 



5 • -most EST 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP94CGllA2T7005dl 

BLASTX 

gl652678 

49 

6.0e-12 

103 
48 

(D90907) 



amidase [Synechocystis sp.] 



134353 

101466_1.R1010 

jC-atXP94CGllA12T7077dl 

BLASTX 

g3047104 

256 

7.0e-22 

118 

51 

(AF058919) No definition line 



found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134354 

101474_1.R1010 

j C-atXP8 9CG6E6T70 94dl 

BLASTN 

g2696018 

274 

l.Oe-152 

443 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

134355 

101495_2.R1010 

j C-atXP8 9CG6B5T7 013dl 

134356 

101510_1.R1010 
jC-atXP89C245C6T7063dl 

134357 

101518_1.R1010 

jC-atXP89C245B2T7036dl 

BLASTX 

g3877655 

218 

3.0e-17 

73 

56 

(Z72511) possible zinc finger protein; cDNA EST EMBL:M89115 
comes from this gene; cDNA EST EMBL:D71533 comes from this 
gene; cDNA EST EMBL:D72314 comes from this gene; cDNA EST 
EMBL:D75164 comes from this gene; cDNA EST EMBL:C1 

134358 

101520_1.R1010 

j C-atXP8 9C2 4 5B1 9T7 0 60dl 



15903 



Method 


(fl 

DliHo i A 


NCBI GI 




BLAoi score 




E value 




Match length 


156 


% Identity 


oo 


NCBI Description 


(X95573) 
thaliana] 



salt-tolerance zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134359 

101524_1.R1010 

j C- atXPS 9C2 4 5 Al 5T7 0 2 0 dl 

BLASTX 

g2244896 

1077 

l.Oe-118 

227 

94 

(Z97338) similar to HSR201 protein 
thaliana] 



N . tabacum [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134360 

101526_1.R1010 

j C-atXP8 9C2 44P2T7035dl 

BLASTX 

g4467096 

578 

8.0e-7 9 

157 

71 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134361 

101531_1.R1010 
jC-atXP89C244P16T7059dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134362 

10153e_l.R1010 

jC-atXP89C244M23T7082dl 

BLASTN 

g3046851 

318 

l.Oe-179 

488 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134363 

101540_1.R1010 

g2747922 

BLASTN 

g4325365 

389 

O.Oe+00 

449 

98 



15904 



NCBI Description 



Arabidopsis thaliana BAG T3H13 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134364 

101540_2.R1010 

gl269450 

BLASTN 

g3367500 

444 

O.Oe+00 

460 

99 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134365 

101542_1.R1010 

jC-atXP89C244L13T7050dl 

BLASTX 

g2506938 

566 

3.0e-58 

154 

75 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4, CHLOROPLAST 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134366 

101564_1.R1010 

jC-atXP87CG8HlT7bl 

BLASTX 

g3355464 

185 

l.Oe-13 

147 

40 

(AC004218) putative ATP-binding-cassette protein, 3' 
partial [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134367 

101586_1.R1010 

jC-atXP87CG8E10T7bl 

BLASTX 

g3402672 

335 

4.0e-31 

100 

64 

{AC004 697) putative white protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134368 

101596_1.R1010 

j C-atXP8 7CG10H7T7bl 



Seq- No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134369 

101598_1.R1010 
g507013 
BLASTX 
g267120 



15905 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 

9.0e-23 

85 

67 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098__ (X63537) thioredoxin F [Pisum 
sativiom] >gi 1388086 {U35830) thioredoxin f [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134370 

101600_1.R1010 

jC-atXP87CG10HllT7bl 

BLASTN 

g3212102 

458 

0,0e+00 

465 

100 

Arabidopsis Thaliana BAC F6A4, Chromosome IV^ near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

134371 

101605_1.R1010 

g2393148 

BLASTN 

g2264312 

537 

O.Oe+00 

594 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 

134372 

101606_1.R1010 

jC-atXP87CG10GllT7bl 

BLASTX 

g4262167 

625 

3.0e-65 

124 

96 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

134373 

101611_1.R1010 

jC-atX24061QlElC10al 

BLASTN 

g2264318 

379 

O.Oe+00 

591 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



15906 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134374 

101629_1.R1010 

jC-atXP87C244HllT7bl 

BLASTN 

g3080430 

521 

O.Oe+00 

521 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone T19P19 



134375 

101642_1.R1010 

jC-atXP87C244C12T7bl 

BLASTX 

g2498069 

215 

2.0e-21 

118 

51 

NUCLEOSIDE DIPHOSPHATE KINASE (NDK) (NDP KINASE) 
>gi_1353658 (U41267) Ndk [Pseudomonas aeruginosa] 

134376 

10165e_l.RlG10 

jC"atXP84CG5G4T7bl 

BLASTX 

g3023956 

58 

3.0e-08 

157 

7 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
{L28125) beta transducin-like protein [Podospora anserina] 

134377 

101658_2.R1010 

g2048795 

BLASTX 

gl346729 

132 

2.0e-ll 
195 
11 

PUTATIVE 
{U23820) 



SERINE/THREONINE-PROTEIN KINASE PKWA >gi_88 6024 
protein kinase PkwA [Thermomonospora curvata] 



134378 

101681_1,R1010 

jC-atXP84CG5D5T7bl 

BLASTN 

g4519791 

49 

2.0e-18 

73 

92 



15907 



# 



NCBI Description Arabidopsis thaliana mRNA for Aspl, complete cds 

Seq. No. 134379 

Contig ID 101693_1.R1010 

5 '-most EST jC-atXP84CG5B4T7bl 

Method BLASTN 

NCBI GI g416352 

BLAST score 36 

E value l.Oe-10 

Match length 44 

% identity 95 

NCBI Description Drosophila melanogaster C/EBP gene, complete cds 

Seq. No. 134380 

Contig ID 101700__2.R1010 

5 '-most EST g2749613 

Method BLASTX 

NCBI GI gll03322 

BLAST score 205 

E value 6,0e-16 

Match length 63 

% identity 71 

NCBI Description (X78820) casein kinase I [Arabidopsis thaliana] 
134381 

101726_1.R1010 
jC-atXP83CG3H2T704Gal 
BLASTX 
gl706130 
174 

3.0e-12 
61 
62 

CDPK-RELATED PROTEIN KINASE {PK421) >gi__2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 

Seq. No. 134382 

Contig ID 101734__1 .RIOIO 

5 '-most EST jC-atXP83CG3G3T7071al 

Method BLASTX 

NCBI GI g4185133 

BLAST score 525 

E value 2.0e-53 

Match length 147 

% identity 73 

NCBI Description {AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 

Seq. No. 134383 

Contig ID 101775_1 . RlOlO 

5 '-most EST jC-atXP2C78FlT7079al 

Method BLASTX 

NCBI GI g3873707 

BLAST score 216 

E value 7.0e-17 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15908 



Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147 
38 

(273102) Similarity to B.subtilis DNAJ protein 
{SW:DNAJ_BACSU) ; cDNA EST yk437al.5 comes from this gene 
[Caenorhabditis elegans] 

134384 

101778__1.R1010 
gl268724 



134385 

101783_1.R1010 

jC-atXP83CG3DlT7029al 

BLASTN 

g2833627 

386 

O.Oe+00 

386 

100 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



BAC F1707 complete 



134386 

101796_1.R1010 

j C-atXP8 3CG3C4 T7 0 8 4 dl 

134387 

101799_1.R1010 

j C-atXP8 3CG3C2T7 07 6al 

BLASTX 

g2739376 

551 

2.0e-56 

112 

96 

(AC002505) putative permease 
134388 

101814_1.R1010 

jC-atXP83CG3B10T7060al 

BLASTN 

g4519193 

462 

O.Oe+00 

466 

53 

Arabidopsis thaliana genomic 
MDCll, complete sequence 

134389 

101819_1.R1010 

jC-atXP83CG3A6T7059dl 

BLASTX 

g3746059 

804 

3.0e-86 
161 



[Arabidopsis thaliana] 



DNA, chromosome 3, Pi clone 



15909 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



95 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812__gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

134390 

101830_1.R1010 

j C-atXP8 3CG2H5T7 0 9 6dl 

134391 

101838_1.R1010 

jC-atXP83CG2G7T7048al 

BLASTN 

g415970B 

405 

O.Oe+00 

439 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6/ complete sequence 

134392 

101840_1.R1010 

jC-atXP83CG2GllT7072al 

BLASTN 

g4071007 

36 

l.Oe-10 

40 

97 

Strongylocentrotus purpuratus stage specific activator 
protein mRNA, complete cds 

134393 

101897_1.R1010 

j C-atXP7 8CF6D5T7bl 

134394 

101956_1.R1010 

jC-atXP78C22904T7bl 

BLASTX 

g4490743 

55 

2.0e-41 

159 

77 

(AL035708) putative protein [Arabidopsis thaliana] 
134395 

101962__1.R1010 
jC-atXP78C229L4T7bl 

134396 

101997_1,R1010 

jC-atXP70C221D24T7052al 

BLASTX 

g4512683 



15910 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



552 

l,0e-56 

103 
98 

(AC006931) putative lipase [Arabidopsis thaliana] 
>gi_4559323_gb_AAD22985.1_AC007087_4 (AC007087) putative 
lipase [Arabidopsis thaliana] 

134397 

102030_1.R1010 

jC-atXP7 0C220K21T7021al 

BLASTX 

g4585907 

414 

9.0e-79 

153 

99 

(AC006298) unknown protein [Arabidopsis thaliana] 
134398 

102033__1.R1010 

jC-atXP70C220K15T7019al 

BLASTN 

g4263813 

168 

2.0e-89 

215 

99 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134399 

102039_1.R1010 

jC-atXP70C220H22T7058al 

BLASTX 

g4335749 

353 

2.0e-33 

80 

93 

(AC0Q6284) unlcnown protein [Arabidopsis thaliana] 
134400 

102049_1.R1010 

jCf^atXP70C220D2T7049al 

BLASTN 

g2564050 

344 

O.Oe+00 

384 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



134401 

102056_1.R1010 
jC-atXP69C220G13T7092dl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3451055 

264 

l.Oe-146 

730 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 



134402 

102068_1.R1010 

j C -a t XP 69C219M8T7047al 

BLASTN 

g4455168 

558 

O.Oe+00 

931 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone FIOMIO 



134403 

102068_2.R1010 

jC-atXP69C219O8T7087al 

BLASTN 

g3763944 

362 

O.Oe+00 

594 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

134404 

102084_1.R1010 

jC-atXP69C219I4T7062al 

BLASTN 

g4159706 

291 

l.Oe-162 

755 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

134405 

102108_1.R1010 

jC-atXP69C218L18T7066al 

BLASTN 

g2582640 

38 

l.Oe-11 

38 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134406 

102117_1.R1010 

jC-atXP69C217N5T7028al 

BLASTN 

g3869072 

425 

O.Oe+00 

767 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



134407 

102129_1.R1010 

jC-atXP25C125G6T7086al 

BLASTN 

g2351066 

440 

O.Oe+00 

523 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 



134408 

102134_1.R1010 

jC-atXP69C217E19T7057al 

BLASTN 

g3800746 

39 

4.0e-12 

39 

100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



134409 

102144_1.R1010 

jC-atXP67C214I6T7060al 

BLASTX 

g3360289 

339 

2.0e-31 

85 

78 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

134410 

102188_1.R1010 

jC-atXP67C213F20T7021al 

BLASTX 

g4454009 

497 

9.0e-71 

157 

89 



15913 



NCBI Description {AL035396) putative protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E . value 
Match length 



134411 

102196_1.R1010 

jC-atXP67C213A16T7065al 

BLASTN 

gl707006 

381 

O.Oe+00 

453 

97 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



134412 

102212_1.R1010 

jC-atXP67C212C9T7042al 

BLASTN 

g2244788 

124 

5.0e-63 

544 

92 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



134413 

102231_1.R1010 

jC-atXP66C211C6T7016al 

BLASTN 

g531828 

53 

l.Oe-20 

67 

96 

Cloning vector pSportl, complete cds 
134414 

102247_1,R1010 

jC-atXP66C210M14T7014al 

BLASTN 

g4415905 

229 

l.Oe-125 

675 

96 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134415 

102249_1.R1010 

jC-atXP66C210L23T7006al 

BLASTN 

g3702731 

407 

O.Oe+00 
467 
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% identity 

NCBI Description 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 134416 

Contig ID 102251_1 .RIOIO 

5 '-most EST jC-atXP66C210L14T7077al 

Seq. No. 134417 

Contig ID 102251_2 . RIOIO 

5 '-most EST g458782 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134418 

102254_2.R1010 

jC-atXP66C210K13T7045al 

BLASTX 

g3176726 

289 

8.0e-26 

94 

62 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134419 

102265_1.R1010 

jC-atXP66C210G6T7012al 

BLASTN 

g3402695 

65 

6.0e-28 

125 

88 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



134420 

102274_1.R1010 

jC-atXP19C109K2T7053al 

BLASTN 

g3869064 

81 

3.0e-37 

141 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1013, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134421 

102274_2.R1010 

gll58495 

BLASTX 

g3047104 

312 

2.0e-28 

89 

66 



15915 



NCBI Description {AF058 919) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134422 

102281_1.R1010 
jC-atXP66C210C16T7003al 

134423 

102304^1. RIOIO 

jC-atXP66C208N19T7089al 

BLASTN 

g4756963 

255 

l.Oe-141 

443 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

134424 

102319_2.R1010 

jC-atXP62C204A22T7 071al 

BLASTN 

g2760316 

260 

l.Oe-144 

435 

96 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

134425 

102341_1.R1010 

jC-atXP62C203B4T7061al 

BLASTX 

g3169175 

179 

5.0e-13 
40 
82 

{AC004401) 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



134426 

102354_1.R1Q10 

jC-atXP62C202M10T7066al 

BLASTX 

g2244888 

349 

l.Oe-32 

155 

45 

(Z97338) similarity to cytochrome P450 [Arabidopsis 
thaliana] 

134427 

102356_1.R1010 
gl054301 



15916 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl064883 

234 

2.0e-19 

136 

40 

(X92976) 



ZAPl [Arabidopsis thaliana] 



134428 

102361_1.R1010 

jC-atXP81C240M6T7sl 

BLASTX 

g2494140 

333 

l.Oe-30 

127 

51 

(AC003002) R29515 1 



[Homo sapiens] >gi_3068727 (AF058918) 



unknown [Homo sapiens] 
134429 

102364_1.R1010 

jC-atXP62C202H21T7057al 

BLASTX 

g2829925 

1048 

l.Oe-114 

221 

94 

(AC002291) Similar to dnaj-like protein, gp_Y11969_2230757 
[Arabidopsis thaliana] 

134430 

102381_1.R1010 

jC-atXP62C201N13T7091al 

BLASTX 

g3402699 

499 

2.0e-50 

89 

100 

{AC004261) unknown protein [Arabidopsis thaliana] 
134431 

102391_1.R1010 

jC-atXP60C200E12T7077dl 

BLASTX 

g400483 

515 

4.0e-52 

203 

51 

BACTERIOPHAGE N4 ADSORPTION PROTEIN B 

>gi_538730_pir A4 9351 bacteriophage N4 adsorption inner 

membrane protein nfrB - Escherichia coli >gi_2 90459 
{L16945) GTG start codon [Escherichia coli] 
>gi_1651237_dbj_BAA35203_ {D90699) Bacteriophage n4 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



adsorption inner membrane protein NfrB. [Escherichia coli] 
>gi_1778484 (U82598) bacteriophage N4 adsorption protein B 
precursor [Escherichia coli] >gi_1786781 (AE000161) 
bacteriophage N4 receptor, outer membrane protein 
[Escherichia coli] 



134432 

102393_1.R1010 

jC-atXP60C198B24T7059dl 

BLASTX 

g4027895 

300 

2.0e-31 

104 

60 

{AF049352) alpha-expansin precursor 



[Nicotiana tabacum] 



134433 

102394_1.R1010 

jC-atXP60C200D4T7069al 

BLASTX 

gl040877 

220 

9.0e-18 

62 
63 

(U30460) expansin S2 precursor 



[Cucumis sativus] 



134434 

102405_1.R1010 

g2733284 

BLASTN 

g2244901 

272 

l.Oe-151 

657 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



134435 

102405_2.R1010 

jC-atXP60C200A22T7045dl 

BLASTN 

g2244901 

279 

l.Oe-155 

407 

97 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

134436 

102412_1.R1010 
gl054196 
BLASTX 
g2979562 



ESSA I contig 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

7.0e-26 

98 

59 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi__3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134437 

102412_2,R1010 

jC-atXP60C199K22T7084dl 

BLASTX 

g2979562 

154 

7.0e-10 

52 

60 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 {AC004 665) unknown protein [Arabidopsis 
thaliana] 

134438 

102428_1.R1010 

gl053435 

BLASTN 

g2262097 

478 

O.Oe+00 

675 

99 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

134439 

102432__1.R1010 
jC-atXP60C199F15T7080dl 

134440 

102441_1.R1010 

jC-atXP60C198O20T7064dl 

BLASTX 

g3152568 

300 

4.0e-49 

118 
96 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A, thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 

134441 

102479_1.R1010 

jC-atXP60C198H14T7086dl 

BLASTX 

g4335773 

212 

9.0e-17 
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Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 
62 

(AC006284) unknown protein [Arabidopsis thaliana] 
134442 

102488_1.R1010 
jC-atXP60C198F3T7014al 

134443 

102512_1.R1010 

gl053548 

BLASTN 

g4249393 

317 

l.Oe-178 

414 

95 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


134444 


Contig ID 


102519 l.RlOlU 


5 -most EST 


^c-atxPoUCiy /izut /uouai 


Method 


BLASTX 


NCBI GI 


g2462741 


BLAST score 


OA/" 

306 


E value 


1 Art 0*7 
1 . UB—Z / 


Match length 


61 


% identity 


98 


NCBI Description 


(AC002292) Highly similar to auxin-induced 




(aldo/keto reductase family) [Arabidopsis 


Seq. No. 


134445 


Contig ID 


102529 l.RlOlO 


5 '-most EST 


jC-atXP60C197G24T7049dl 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


51 


E value 


2.0e-19 


Match length 


70 


% identity 


94 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


134446 


Contig ID 


102529 2.R101G 


5 '-most EST 


jC-atXP38C158H22T7dl 


Method 


BLASTX 


NCBI GI 


g4432823 


BLAST score 


330 


E value 


l.Oe-30 


Match length 


104 


% identity 


59 


NCBI Description 


(AC006593) hypothetical protein [Arabidops 


Seq. No. 


134447 


Contig ID 


102536 l.RlOlO 


5 '-most EST 


jC-atXP60C196P6T7043dl 
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Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134448 

102549_1,R1010 

jC-atXP25C125F22T7054al 

BLASTN 

g4757411 

187 

l.Oe-100 

416 

99 

Arabidopsis thaliana genomic 
MXC7, complete sequence 



DNA, chromosome 3, PI clone: 



134449 

102549_2.R1010 

g315216 

BLASTN 

g4757411 

346 

0,0e+00 

415 

81 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 



134450 

102551_1,R1010 

jC-atXP57C192ClT7080al 

BLASTN 

g2656025 

333 

O.Oe+00 

422 

97 

Arabidopsis thaliana genomic DNA, 
MCD7 



chromosome 5, PI clone: 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134451 

102552_1,R1010 
g958212 

134452 

102565_1.R1010 

jC-atXP57C192A5T7052al 

BLASTN 

g2462264 

33 

8,0e-09 

53 

91 

Cucumis sativus mRNA for patatin-like protein, partial 
134453 

102569_1.R1010 

jC-atXP43C163P22T7056dl 

BLASTX 

g4218991 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



563 

9.0e-58 

118 

95 

(AF098632) 



subtilisin-like protease [Arabidopsis thaliana] 



134454 

102572_1.R1010 
jC-atXP57C192A3T7050al 

134455 

102584_1.R1010 

jC-atXP57C190H19T7009al 

BLASTN 

g2689438 

276 

l.Oe-154 

350 

98 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

134456 

102605_1.R1010 

jC-atXP57C190M7T7031al 

BLASTN 

g3449321 

279 

l.Oe-155 

414 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTGIO, complete sequence [Arabidopsis thaliana] 



134457 

102617_1.R1010 

jC-atXP57C190J16T7019al 

BLASTN 

g2290120 

51 

2.0e-19 

66 
96 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



134458 

102619_1.R1010 

jC-atXP57C190I9T7013al 

BLASTN 

g4587641 

416 

O.Oe+00 

420 

100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134459 

102663_1.R1010 

jC-atXP54C186H2T7095al 

BLASTN 

g3869075 

98 

l.Oe-47 

374 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134460 

102675_1,R1010 

g2445913 

BLASTX 

g4584257 

258 

4.0e-22 

110 

54 

(¥18472) SINA2p [Vitis vinifera] 
134461 

102675_2.R1010 

jC-atXP54C186F24T7047dl 

BLASTX 

g4584255 

521 

5.0e-53 

135 

76 

(Y18471) SINAlp [Vitis vinifera] 
134462 

102689__1.R1010 

jC-atXP54C186E19T7038al 

BLASTN 

g4539448 

235 

l,0e-129 

395 

91 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 

134463 

102691_2,R1010 

g2445900 

BLASTN 

g4455348 

503 

O.Oe+00 

525 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 



T5C23 



T13J8 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
134464 

102701_1.R1010 

jC-atXP54C185N3T7068dl 

BLASTN 

g4580454 

107 

5,0e-53 

408 

98 

Arabidopsis thaliana chromosome II BAG T2G17 genomic 
sequence, complete sequence 



Seq. No, 

Gontig ID 

5 '-most EST 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134465 

102718_1.R1010 

jC-atXP54C186B15T7019al 

BLASTN 

g3860243 

209 

l.Oe-114 

333 

92 

Arabidopsis thaliana chromosome II BAG F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134466 

102735_1.R1010 

jC-atXP54C185P17T7029dl 

BLASTN 

g2961335 

207 

l.Oe-112 

445 

96 

Arabidopsis thaliana DNA chromosome A, BAG clone F1N20 
(ESSAII project) 

134467 

102736_1.R1010 

g957922 

BLASTX 

g4753652 

171 

8.0e-16 

123 

49 

(AL049751) short-chain alcohol dehydrogenase like protein 
[Arabidopsis thaliana] 



Seq. No. 
Gontig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134468 

102750_1, 

g2445897 

BLASTX 

g2494749 

147 

5,0e-09 



RIOIO 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
33 

GLUTAMINE SYNTHETASE (GLUTAMATE— AMMONIA LIGASE) (GS) 
>gi_1134886_emfo_CAA54030_ (X7 64 90) glutamine synthetase 
[Staphylococcus aureus] 

134469 

102763_1.R1010 

jC-atXP54C184P8T7081al 

BLASTN 

g3047100 

174 

5.0e-93 

290 

92 

Arabidopsis thaliana BAC F6N23 
134470 

102787_1.R1010 

jC-atXP53C185F10T7079al 

BLASTX 

g3482924 

55 

6.0e-54 

114 

98 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

134471 

102789_1.R1010 
jC-atXP53C185E10T7063al 

134472 

102790__1.R1010 

jC-atXP53C185D3T7031dl 

BLASTN 

g3941523 

50 

6.0e-19 

50 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

134473 

102806_1.R1010 

jC-atXP53C185B13T7092dl 

BLASTX 

gl871178 

778 

3,0e-86 

167 

91 

{U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 



134474 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

102828_1.R1010 

jC-atXP53C184J10T7038dl 

BLASTX 

g2281083 

254 

8.0e-72 

206 

73 

(AC002333) polygalacturonase isolog [Arabidopsis thaliana] 



134475 

102828_2.R1010 

jC-atXP90C246F17T7d2 

BLASTX 

g22810B3 

435 

5.0e-43 

156 
63 

(AC002333) polygalacturonase 



isolog [Arabidopsis thaliana] 



134476 

102836_1,R1010 

jC-atXP53C184H18T7069al 

BLASTN 

g2351063 

270 

l.Oe-150 

501 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

134477 

102892_1,R1010 

jC-atXP50C180L21T7094dl 

BLASTX 

g419760 

268 

3.0e-23 

118 

24 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_384 9833_emb_CAA43646__ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

134478 

102896_1.R1010 

jC-atXP50C180K16T7054dl 

BLASTX 

gl730149 

399 

2.0e-45 

163 

66 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi__1181548 (L27668) giyceraldehyde-3-phosphate 

15926 



dehydrogenase [Chlamydomonas reinhardtii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134479 

102898_1.R1010 

jC-atXP50C180J23T7022dl 

BLASTX 

g2443876 

238 

8.0e-20 

95 

60 

(AC002294) Hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



134480 

102900_1.R1010 
jC-atXP50C180J13T7093dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134481 

102954_1.R1010 

jC-atXP50C179EllT7051dl 

BLASTX 

g4455217 

508 

3.0e-60 

161 

77 

{AL035440) 
thaliana] 



Avr9 elicitor response like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134482 

102956_1.R1010 

jC-atXP50C179D10T7019dl 

BLASTX 

g3450842 

376 

l.Oe-40 

159 

53 

{AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 
Contig ID 
5 '-most EST 



134483 

102973_1.R1010 
jC-atXP45C172B22T7015al 



Seq. No. 
Contig ID 
5 '-most EST 



134484 

102999_1.R1010 
g2733772 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134485 

103002_1.R1010 

jC-atXP45C171L9T7005al 

BLASTN 

g4589434 

402 

0. Oe+00 
418 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

134486 

103016_1.R1010 

jC-atXP45C171I4T7075al 

BLASTX 

gl616787 

345 

2.0e-32 

68 

96 

(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 
134487 

103039_1.R1010 

jC-atXP45C170NllT7002al 

BLASTX 

g3367522 

376 

9.0e-36 

124 

53 

{AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134488 

103055_1.R1010 

jC-atXPllC98O20T7082dl 

BLASTX 

g4678360 

944 

l.Oe-102 
209 
90 

(AL049659) 
thaliana] 



Cytochrome P450-lik:e protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134489 

103061_1.R1010 

jC-atXPllC98K3T7065dl 

BLASTN 

g3702728 

504 

O.Oe+00 

684 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K19M13, complete sequence [Arabidopsis thaliana] 

134490 

103063_1.R1010 

jC-atXP24C122I20T7068dl 

BLASTX 

g2244891 

86 



clone : 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-102 

227 

92 

(Z97338) strong similarity to cytochrome P450 [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134491 

103065_1.R1010 

jC-atXPllC98J7T7062dl 

BLASTX 

g2370459 

465 

4.0e-46 

112 

80 

(Y11987) FPFl protein [Sinapis alba] 
134492 

103085_2.R1010 

jC-atXPllC97P16T7034dl 

BLASTX 

g2765817 

540 

2.0e-71 

172 

84 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1_AAC78258 {AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

134493 

103097_1.R1010 

jC-atXPllC97H2T7012dl 

BLASTN 

g3128141 

355 

O.Oe+00 

863 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134494 

103102_1.R1010 

jC-atXPllC97E4T7003dl 

BLASTX 

g4586114 

105 

3.0e-21 

107 

50 

{AL049638) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



134495 

103229_1.R1010 
jC-atXP101CE2C10T7015dl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134496 

103229_2.R1010 

jC-atXP75C225K17T7sl 

BLASTX 

g4467100 

363 

3.0e-34 

150 

49 

(AL035538) MADS-box protein AGL17-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134497 

103253_1.R1010 
jC-atXP101CE2A12T7061dl 

134498 

103271_1.R1010 

jC-atXP101CElG8T7075dl 

BLASTX 

g4490309 

422 

4.0e-41 

197 
34 

(AL035678) 
thaliana] 



peroxidase ATP17a-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134499 

103297_1.R1010 

j C-atXPl 0 ICE 1E7 T 7 0 3 4 dl 

BLASTX 

g4262239 

569 

l.Oe-58 

156 

57 

(AC006200) 
thaliana] 



putative membrane transporter [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



134500 

103298_1.R1010 

jC-alX25043QlElH07al 

BLASTN 

g4262221 

255 

l.Oe-141 

552 

97 

Arabidopsis thaliana chromosome II BAG F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134501 

103341_1.R1010 
jC-alX22037QlElA04al 



Seq. No. 



134502 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103371_1.R1010 

j C-atX22 0 8 5Q1E1A0 9al 

BLASTN 

g3046848 

64 

2,0e-27 

236 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18C1, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Contig ID 
5 '-most EST 



134503 

103380_1.R1010 
g2393198 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134504 

103382_1,R1010 

jC-atXP12C99L17T7019al 

BLASTX 

gl495366 

211 

2.0e-16 

120 

35 

(Z69370) nitrite transporter [Cucumis sativus] 



Seq. No. 
Contig ID 
5 '-most EST 



134505 

103382_3.R1010 

j C-atXmonunil0Ab03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134506 

103390_1.R1010 

j C-atXmonunilOBb02al 

BLASTX 

g4204278 

568 

l.Oe-58 

109 

100 

(AC004146) 
thaliana] 



putative Cytochrome P450 protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134507 

103421_1.R1010 

g315779 

BLASTX 

g2980774 

351 

2. Oe-33 

68 

99 

(AL022198) leucyl aminopeptidase 
[Arabidopsis thaliana] 



like protein 



Seq, No. 
Contig ID 
5 '-most EST 



134508 

103444_1.R1010 
jC-atXmonunilOAf02al 



15931 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134509 

103459_1.R1010 

jC-atXmonunilOBb06al 

BLASTN 

g2760168 

376 

0,0e+00 

432 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134510 

103511_1.R1010 

jC-alX22043QlElH08al 

BLASTX 

g2894559 

218 

l.Oe-17 

70 

67 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134511 

103523_1.R1010 

jC-atXmonunilODc03al 

BLASTX 

g4510342 

389 

8.0e-38 

85 

87 

{AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134512 

103526_1.R1010 

g2764195 

BLASTN 

g4376087 

483 

O.Oe+00 

525 

98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



Seq. No. 
Contig ID 
5 '-most EST 



134513 

103557__1.R1010 
jC-alX22044QlElH02al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134514 

103599_1.R1010 

jC-alX22045QlElF09al 

BLASTN 

g4538990 



15932 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



383 

O.Oe+00 

387 
100 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



T5L19 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134515 

103615^1. RIOIO 

g2048276 

BLASTN 

g4262221 

37 

4.0e-ll 

137 

82 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134516 

103629__1.R1010 

jC-atXP37C157M20T7d2 

BLASTX 

g3894178 

88 

l.Oe-27 

112 

54 

{AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134517 

103636_1.R1010 

jC-alX22046QlElD01al 

BLASTX 

g3021279 

313 

7.0e-29 

67 

93 

{AL022347) serine/threonine kinase 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134518 

103667_1.R1010 

jC-alX22047QlElAllal 

BLASTX 

g2982437 

243 

l.Oe-20 

70 

70 

{AL022224) terpene cyclase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134519 

103681_1.R1010 

j C - a tXmonuni 10Df04al 



15933 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

.5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006818 

300 

3.0e-27 

59 

100 

(AC005970) putative translation initiation factor eIF-2B, 
alpha subunit [Arabidopsis thaliana] 

134520 

103695_1.R1010 

g747703 

BLASTX 

gl841355 

233 

2.0e-19 

53 

74 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134521 

103741_1.R1010 

gl269157 

BLASTN 

g4757402 

262 

l.Oe-145 

315 

96 

Arabidopsis thaliana genomic DNA, 
MIG5, complete sequence 



chromosome 3, PI clone : 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134522 

103751_1.R1010 

jC-alX2204 9QlElF03al 

BLASTX 

g2618689 

310 

2.0e-28 

94 

67 

(AC002510) unknown protein [Arabidopsis thaliana] 
134523 

103770_1.R1010 

jC-alX22050QlElB04al 

BLASTX 

g4220485 

148 

2.0e-09 

42 

60 

(AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 



134524 



15934 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103783_1.R1010 

jC-atXmonunilODg08al 

BLASTX 

gl523800 

211 

8.0e-17 

69 

55 

{Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 



134525 

103784_1.R1010 

jC-alX22050QlElE04al 

BLASTX 

g2961357 

654 

2.0e-68 

158 

85 

(AL022140) putative protein 



[Arabidopsis thaliana] 



134526 

103790_1.R1010 

jC-alX22050QlElF09al 

BLASTN 

g3298532 

380 

O.Oe+00 

408 

99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134527 

103798_1.R1010 

g2446099 

BLASTX 

g2827544 

314 

8.0e-29 

61 

100 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134528 

103818_1.R1010 

g2723264 

BLASTN 

g3822224 

286 

l.Oe-160 

399 

92 

Arabidopsis thaliana RING-H2 finger protein RHGla mRNA, 
partial cds 



15935 



• 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134529 

103841_1.R1010 

jC-alX22082QlElA04al 

BLASTN 

g4589434 

369 

O.Oe+00 

417 

97 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MNJ7, complete sequence 



PI clone 



oeq* iNO. 


J. O ft oo u 






o most Hjoi 


J U atAZ^U JLf±yirjXv>-Ufta-L 


Method 


BLASTN 


NCBI GI 


gl839239 


BLAoi score 




E value 


u . ue+uu 


Match length 


4 / y 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


134531 


Contig ID 


lUoo4y l.KlUlU 


D — mosu hibi 


-iP—'alVOOnQO/^l TTOaflQ^I 

3 u aJLAZZUozyiUjZiiUoai 


Metnocl 


hSijAbiA 


NCBI GI 


g4455341 


BLAST score 


348 


E value 


1 . Oe-oz 


Match length 


ou 


^ Identity 


o ^ 
O 0 


NCBI Description 


(ALu355zz) 0-methylt 




thaliana] 


Seq. No. 


134532 


Contig ID 


lUoyo/ l.KlUlU 


0 mosu ILO 1 


giz 1 Du 0 u 


Method 


BLASTN 


NCBI GI 


g2894591 


BLAST score 


296 


E value 


l.Oe-166 


Match length 


384 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 




{ESSAII project) 


Seq. No. 


134533 


Contig ID 


103976 l.RlOlO 


5 '-most EST 


jC-alX24002QlElG08al 


Method 


BLASTN 


NCBI GI 


g4056476 


BLAST score 


39 


E value 


2.0e-12 


Match length 


132 


% identity 


86 



(AVPS41) gene, partial cds 



[Arabidopsis 



BAG clone T6K21 



15936 



NCBI Description Arabidopsis thaliana chromosome II BAG F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134534 

103990_1.R1010 
jC-atXP94CH4FllT7bl 

134535 

104004__1.R1010 

jC-alX24004QlElA06al 

BLASTN 

g3047100 

267 

l.Oe-148 

500 

99 

Arabidopsis thaliana BAG F6N23 
134536 

104016_1.R1010 
jC-alX24004QlElD07al 

134537 

104041__1.R1010 

jC-atXP34C153D10T7al 

BLASTX 

g4335719 

97 

6.0e-13 

72 
50 

{AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 

134538 

104148_1.R1010 

jC-atXP10C95G22T7s2 

BLASTX 

g475719 

484 

l.Oe-48 

116 

46 

(U08467) RNA-binding protein 2 [Arabidopsis thaliana] 
134539 

104250_1.R1010 

jC-atX24009QlElGllal 

BLASTX 

g3335372 

560 

l.Oe-57 

109 

100 

(AC003028) putative SRGl protein [Arabidopsis thaliana] 



Seq. No. 



134540 



15937 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104297_1.R1010 

jC-alX24077QlElA02al 

BLASTX 

g2191152 

660 

3.0e-69 
143 
89 

(AF007269) 
thaliana] 



A_IG002N01.31 gene product [Arabidopsis 



134541 

104406_1.R1010 

jC-atXL1025QlBlG06bl 

BLASTN 

gl255986 

177 

8.0e-95 

209 

96 

Arabidopsis thaliana GF14chi isoform 
cds 



(GRFl) gene, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



134542 

104542_1.R1010 

g853726 

BLASTN 

g4587641 

215 

l.Oe-117 

425 

91 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

134543 

104544^1. RIOIO 

jC-atXP123C119P20T7043al 

BLASTX 

g221359G 

457 

3.0e-45 

133 

67 

{AC000348) T7N9.10 [Arabidopsis thaliana] 
134544 

104664_1.R1010 
jC-alX24089QlElFllal 

134545 

104684_1.R1010 
jC-atXP25C125A5T7091al 

134546 

104698_1.R1010 
g2596639 



15938 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2194117 

267 

3.0e-23 

103 

54 

(AC002062) 



Strong similarity to Arabidopsis receptor 



protein kinase PR5K (gb_ATU48 698) . [Arabidopsis thaliana] 
134547 

104706_1.R1010 

jC-atX24061QlElC06al 

BLASTX 

g2880051 

234 

2.0e-19 

70 

67 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
134548 

104719_1.R1010 

gl054203 

BLASTN 

g4220638 

54 

4.0e-21 

225 

90 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

134549 

104719_2,R1010 
jC-atXP33C151B13T7s2 

134550 

104757_1.R1010 
jC-alX24093QlElA05bl 

134551 

104766_1.R1010 

jC-alX24093QlElC08al 

BLASTN 

g2264305 

347 

0. Oe+00 

395 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

134552 

104801_1.R1010 
jC-atX24063QlElE02al 



Seq. No. 



134553 



15939 



Pnni" in TD 


104893 1 RIOIO 


0 lUOSL iliO i 


yXxUOofiX 


D6q. LNO. 










-ir-alX?41 32OlElB03al 




BLASTX 


NCBI GI 


g4007800 


BLAST score 


159 




9 Dfa-I 0 

^ • VJ C X u 




S4 


% identity 


48 


NCBI Description 


{AL034463) hypothetit 


O C ♦ LN V-* • 


X J *± J *J >J 




1 0R3Q1 1 Rl 01 n 

XUJJjX X.FlXUXVJ 


O mOot. iiiOl 


JO dXA^ J U O^S^XiLiXflVj JdX 




X Ofi O vJ D 


uOni-ly lU 


XUOfiUO X.IVXUXU 




-if-^i y9^R0 33r)i n f0 4p1 




oxino J. ^ 


NCBI GI 


g2673910 


BLAST score 


177 


E value 


1 0(=i— 1 9 

X , ue**xz 


jMiaucn xengm 


O D 


% xdentity 


DO 


iNL-jDi uescnpuxon 


^riOUUZODX; nypocneL.x 


oeq. NO. 


xo^oo / 


^ v-\ 4— -T T" r\ 

uontiig IJJ 


XU044to X.KXUXU 


O lUOSU IIjOI 


-i P-al Y9R0'^fir»1 F1 F03a1 

dX/i^ J U O XHj X C W OdX 




OXirlO X vt 




a3746057 


BLAST score 


302 


E value 


l.Oe-169 


Match length 


456 


% identity 


ICQ 


NCBI Description 


Arabidopsis thaliana 



[Schizosaccharomyces pombe] 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134558 

105476_1. RIOIO 

jC-alX25042QlElA12al 

BLASTX 

g4314365 

428 

2.0e-42 

86 

100 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



134559 

105490__1. RIOIO 

j C-atXmonuni25Ca07bl 

BLASTN 



15940 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454587 
346 

O.Oe+00 
4 97 
99 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



134560 

105493_1.R1010 

jC-alX25042QlElE01al 

BLASTN 

g2244950 

335 

O.Oe+00 

389 

96 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



134561 

105498__1.R1010 

jC-atXmonuni25Ac01al 

BLASTN 

g4455348 

326 

O.Oe+00 

429 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



134562 

105506_1.R1010 

jC-atXP4C86HllT7027al 

BLASTX 

g2160185 

427 

8.0e-42 

142 

52 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



T13J8 



pombe ISP4 (gb D83992) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134563 

105507_1.R1010 
jC-atXmonuni25Acllal 

134564 

105517_1.R1010 

jC-alX25042QlElH09al 

BLASTX 

g4220475 

114 

2.0e-05 

113 

7 



15941 



NCBI Description (AC006069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134565 

105518_1.R1010 

jC-alX25042QlElHllal 

BLASTX 

g4063755 

153 

6.0e-10 

70 
49 

{AC005851) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

134566 

105520_1.R1010 
jC-alX25043QlElA03al 



134567 

105531_1.R1010 

g2413254 

BLASTN 

g4581084 

186 

l,0e-100 

291 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAG T30F21 genomic 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134568 

105533_1.R1010 

jC-atXP112C126022T7al 

BLASTX 

g4056506 

322 

2.0e-29 

142 

46 

{AC005896) nodulin-like protein [Arabidopsis thaliana] 
134569 

105540_1.R1010 

jC-atXP44C171C15T7094al 

BLASTX 

g3928150 

568 

2.0e-58 

162 

75 

(AJ13104 9) hypothetical protein [Cicer arietinum] 
134570 

105548__1.R1010 

jC-atXmonuni25Cb02bl 

BLASTN 

g2618599 



15942 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



107 

2.0e-53 

175 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 



134571 

105555_1.R1010 
jC-alX25051QlElE04al 

134572 

105564_1.R1010 

jC-alX25043QlElH06al 

BLASTN 

g2244829 

101 

l.Oe-49 

230 

43 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



134573 

105596_1.R1010 

jC-atXmonuni25Cb06bl 

BLASTX 

gl663724 

248 

4.0e-21 

78 

58 

(U50846) 4-coumarate: coenzyme A ligase [Nicotiana tabacum] 
134574 

105600_1.R1010 
jC-atXmonuni25Ac08al 

134575 

105611_1.R1010 

jC-alX25045QlElH04al 

BLASTN 

g4490734 

238 

l,0e-131 

307 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

134576 

105619_1.R1010 

jC-alX25045QlElB04al 

BLASTX 

g4056488 

157 

2.0e-10 



15943 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
60 

(AC005896) unknown protein [Arabidopsis thaliana] 
134577 

105634_1,R1010 

j C-atXmonuni25Db01al 

134578 

105638__1.R1010 

jC-alX25045QlElE07al 

BLASTN 

g3046853 

335 

O.Oe+00 

360 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134579 

105645_1,R1010 

jC-alX25045QlElG01al 

BLASTX 

g2129581 

211 

9.0e-17 

91 

46 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ {X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

134580 

105649_1.R1010 

j C-atXmonuni2 5Ac08bl 

134581 

105656_1,R1010 

jC-alX25046QlElAllal 

BLASTN 

g2191157 

388 

O.Oe+00 

409 

88 

Arabidopsis thaliana BAC IG002P16 
134582 

105669_1.R1010 

jC-atXmonuni25Cellbl 

BLASTN 

g2979540 

330 

O.Oe+00 



15944 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



387 
99 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134583 

105672_1.R1010 

jC-atXmonuni25Ce09bl 

BLASTN 

g3702736 

198 

l,0e-107 

308 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRU, complete sequence [Arabidopsis thaliana] 

134584 

105680_1.R1010 

g2062895 

BLASTX 

g2160176 

294 

2,0e-26 

83 

67 

(AC000132) F21M12.25 gene product [Arabidopsis thaliana] 
134585 

105693_1. RIGID 

jC-alX25047QlElB01al 

BLASTN 

g2656026 

385 

O.Oe+00 

413 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDF20 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



134586 

105704_1.R1010 

j C-atXmonuni25Ae0 6al 

BLASTN 

g2760169 

234 

l,0e-129 

401 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 

134587 

105721_1.R1010 
jC-atXmonuni25Cfllbl 



PI clone 



Seq. No. 



134588 



15945 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105732__1.R1010 

jC-alX2504 9QlElB02al 

BLASTN 

g2645198 

327 

O.Oe+00 

501 

98 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



134589 

105743_1.R1010 

jC-atXmonuni25Ce05bl 

BLASTN 

g4589427 

324 

O.Oe+00 

328 

100 

Arabidopsis thaliana genomic DNA, 
MFG13, complete sequence 



chromosome 5, PI clone: 



134590 

105752_1.R1010 
jC-alX25048QlElG06al 

134591 

105756_1.R1010 

g957476 

BLASTX 

g2493495 

513 

l.Oe-54 

134 

79 

SERINE CARBOXYPEPTIDASE-LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi__1089904_emb_CAA92216_ {Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 

134592 

105756_2.R1010 

jC-alX25048QlElG09al 

BLASTX 

g2493495 

324 

4.0e-30 

78 

71 

SERINE CARBOXYPEPTIDASE-LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi_108 9904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217__prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



15946 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134593 

105757_1.R1010 

jC-alX25048QlElH02al 

BLASTN 

g4006815 

323 

O.Oe+00 

331 

99 

Arabidopsis t ha liana chromosome II BAC T6P5 genomic 
sequence, complete' sequence [Arabidopsis thaliana] 

134594 

105762_1.R1010 

jC-alX25048QlElH12al 

BLASTX 

gl934730 

303 

l.Oe-27 

82 

71 

{U95036) germin-like protein [Arabidopsis thaliana] 
134595 

105764_1.R1010 

j C-a tXmonuni 2 5 AdO 5 a 1 

BLASTN 

g3510338 

384 

O.Oe+00 

384 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21I16, complete sequence [Arabidopsis thaliana] 

134596 

105774_1.R1010 

jC-atXP5C89H23T7038al 

BLASTN 

g2462264 

43 

l.Oe-14 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
134597 

105793_1,R1010 

j C-a tXmonuni 2 5 Ae 1 0 a 1 

BLASTN 

g3046854 

388 

O.Oe+00 

420 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 



15947 



11 





X O .70 


Vi.^Uli(-J-^ XL/ 


1 ns7QR 1 Ri 01 n 




n r-;^1-XTnnrmn-i ?SArr07;5l 




O J_)ri.O J. vl 


NCBI GI 


g2351066 


BLAST score 


332 


E vhIuo 




L\ia.ucn xeny uii 


O f ^c 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




iJlKJi. ^ f ^WlLL^X^U-Ci OCv^LiCiik^C |_r^X CLJk^Xk^v,JJ^O X O Ui id X X dlld J 


Seq. No. 


134599 


Contig ID 


105812_1.R1010 




J ClX/\i. J U *± ;?\/X III X ClX 


oecj. wo. 


Xo4 ouu 


uoncxg ±u 


XUOoZO X.KXUXU 


J "Hlosl jijoI 


gjo oy oO 


beq. NO. 


X o4 oUl 


L-.OnT-Xy LU 


XUOO^O X.rvXUXU 


O lllUib L HiO i 






DXiriO i vi 


NCBI GI 


g4539378 


BLAST score 


336 


E value 


u . ue+u u 


YfiBX. cn xengun 




% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




^Hjoo/i projecT,^ 


beq. wo. 


X J>4 OUZ 


uontixg xu 


XUOC5 J / X.KXUXU 


O luOSt. Hjbi 


] ^ a uAzououyxiiiXuu oax 


beq. NO. 


X jS4 oU J 


L-'OnL.xy xu 


XU0044 X.KXUXU 


c; » —Tn/^G-t- TrQT 
O lUOSt. CiOi 


g4 0 0 / ox 


Method 


BLASTX 


NCBI GI 


g3328221 


oXiiio i score 


Z Uo 


E value 


z . ue oi? 


Match, length 


y 4 


% identity 


yu 


NCBI Descriptxon 


(AF076920) thioredoxin peroxidase [Secale cereale] 


beq. MO. 


lo4 bU4 


uoncxg XU 


XU0o4/ X.KXUXU 


•J iUv^O L. HjO I. 


J cixz\^ «j u J x^xiijxri.v>^dx 


Method 


BLASTN 


NCBI GI 


g4753195 


BLAST score 


67 


E value 


3.0e-29 


Match length 


311 


% identity 


85 



15948 



NCBI Description 



Arabidopsis thaliana BAG F15A18 from chromosome V near 68,5 
cM, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134605 

105851_1.R1010 

j G-atXmonuni2 5AgO 9al 

BLASTN 

g4589423 

322 

O.Oe-i-OO 

405 

99 

Arabidopsis thaliana genomic DNA, 
K7B16, complete sequence 



chromosome 5, TAG clone: 



Seq. No. 

Gontig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134606 

105856_1.R1010 

jC-alX25051QlElB12al 

BLASTX 

g3660187 

221 

5.0e-18 

58 

67 

Chain A, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi__3660188_pdb_lE2G_B 
Chain B, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi_366018 9_pdb_lE2G_C 
Chain C, E2-C, An Ubiquitin Conjugating Enzyme Required For 
The Destruction Of Mitotic Cyclins >gi_4388942_pdb_2E2C__ 
E2-C, An Ubiquitin Conjugating Enzyme Required For The 
Destruction Of Mitotic Cyclins 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134607 

105861_1.R1010 

jC-atXmonuni25Cg07bl 

BLASTN 

g2832667 

358 

O.Oe+00 

553 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome A, BAG clone T10I14 



Seq. No. 

Gontig ID 
5 '-most EST 



134608 

105866_1.R1010 

j C-atXmonuni2 5Cg0 9bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134609 

105870_1.R1010 

j C-atXmonuni2 5Ah0 4 al 

BLASTN 

g3510337 

209 

l.Oe-114 
381 



15949 



% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 

134610 

105880_1.R1010 
jC-alX25051QlElE10al 

134611 

105889_1.R1010 

jC-alX25052QlElAllal 

BLASTX 

g3297815 

244 

l.Oe-33 

71 

92 

(AL031032) putative protein 



[Arabidopsis thaliana] 



Seq. No, 
Contig ID 



134612 

105909_1.R1010 

jC-atXmonuni25Ch05bl 

BLASTN 

g3510336 

344 

O.Oe+00 

479 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18J17, complete sequence [Arabidopsis thaliana] 

134613 

105913_1.R1010 

jC-atXmonuni25Dg01al 

BLASTN 

g3492855 

349 

O.Oe+00 

401 

90 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

134614 

105945__1.R1010 

jC-alX25071QlElFllal 

BLASTN 

g2583106 

317 

l.Oe-178 

431 

100 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134615 

106271 l.RlOlO 



15950 



5 '-most EST 


# • 

g2763960 


Method 


BLASTN 


NCBI GI 


g3298532 


BLAST score 


354 


E value 


O.Oe+00 


Match length 


402 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26B15 



sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134616 

106393_1,R1010 

g2722930 

BLASTN 

g2264304 

164 

5,0e-87 

338 

97 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MBG8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134617 

106401_1.R1010 

g2749256 

BLASTX 

g3341672 

213 

6,0e-17 

60 

77 

(AC003672) putative heme A: f arnesyltransf erase, 
[Arabidopsis thaliana] 



5 ' partial 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134618 

106422_1.R1010 

jC-alX25113QlElFllal 

BLASTX 

g3152557 

90 

3.0e-lQ 

80 

50 

{AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. EST gb_T7 6227 
comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134619 

106428_1.R1010 

jC-atXP12C103C7T7052al 

BLASTN 

g2618605 

482 

O.Oe+00 

482 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 



15951 



MUKll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134620 

106462_1.R1010 

g398682 

BLASTN 

g2618605 

234 

l.Oe-129 

393 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUKll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Contig ID 
5 '-most EST 



134621 

106464_1»R1010 
jC-alX25114QlElG12al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134622 

106575_1.R1010 

jC-atXmonuni26Ch08al 

BLASTX 

g2245107 

578 

7.0e-60 

111 
59 

(Z97343) thioesterase homolog [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134623 

106596_1.R1010 

jC-atXP20C115G18T7031al 

BLASTN 

g3241917 

46 

2.0e-16 

74 

92 

Arabidopsis thaliana genomic DNA, chromosome 5^ TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134624 

106654_1.R1010 

g671782 

BLASTN 

g2570223 

237 

l.Oe-130 

408 

96 

Arabidopsis thaliana chromosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



134625 

106868_1.R1010 

jC-atXP58C192E21T7s3 

BLASTX 



15952 



NCBI GI 


g3386603 


BLAST score 


923 


TP TT's T n o 


1 np-1 no 




194 
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% identity 
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BLAST score 


400 


E value 


O.Oe+00 
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ft Z X 


^ xaenuxi-y 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSA project) 


Q ^ rr KIoi 
OeCJ • INO • 


1 4 ^^9R 

X O rx QZ O 


k^ontxg xjj 


1 nf%Q'^'^ 1 Ri m n 
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gouoD4 4 


beq. JNO . 
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iuoy4y i.Kiuiu 




rrRI nRn9 
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iNL^ijX VjX 


rr91 9Qfi'=i R 


BLAST score 


235 


E value 


l.Oe-19 


iYia.v-cn xengtii 
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^ X (J.til 1 L X t_ y 
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XVJ u 


inudx uescxxpx-xun 
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>gi xUzz/yy tuj/oyo; ursfozpep L-^raoxaop 


beg, JNO. 




uonrig lu 


xuoyyi i.Kiuiu 


0 iLlO SI- Hj b i 


-ip— a+-Y9^9ni 9ni TTi nfi^^ai 
J ai,AZ zuxzyxrjXUUDax 


jxieunou 


E51xH.b i IN 


NPBT 

J>N V^r -LJ J. V_J J_ 


a2924768 


BLAST score 


231 


E value 


l.Oe-127 


Match length 


263 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 



F10N7 



( fragment) 



sequence, complete sequence [Arabidopsis thaliana] 



15953 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134631 

107012_1.R1010 

g2749305 

BLASTX 

gl707857 

50 

7.0e-31 

85 

80 

(Y09291) obtusifoliol 14-alpha-demethylase 
aestivum] 



[Triticiim 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134632 

107066_1.R1010 

j C-atX2 4 109Q1E1B0 6al 

BLASTX 

g4510342 

409 

4.0e-40 

98 

83 

{AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134633 

107125_1.R1010 

jC-atXPl23C117C18T7067al 

BLASTX 

g4580471 

335 

5.0e-31 

65 

92 

(AC006081) unknown protein [Arabidopsis thaliana] 
134634 

107125_2.R1010 

jC-atXP123C162E13T7073al 

BLASTN 

g4580454 

193 

l.Oe-104 

401 

87 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134635 

107135_1.R1010 

jC-atXP112C132G21T7al 

BLASTN 

g3212846 

317 

l.Oe-178 

579 

99 



15954 



NCBI Description Arabidopsis thaiiana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



134636 

107135_3.R1010 

jC-atXP4 9C17 8N3T7023al 

BLASTN 

g3212846 

331 

O.Oe+00 

594 

98 

Arabidopsis thaiiana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 

134637 

107146_1.R1010 

jC-atX22016QlElB07al 

BLASTX 

g3193301 

90 

2,0e-37 

89 

99 

{AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaiiana] 

134638 

107217_1.R1010 

jC-atXP3C85B2T7093al 

BLASTN 

g3128143 

593 

O.Oe+00 

635 

94 

Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaiiana] 

134639 

107281_1.R1010 

g2580671 

BLASTX 

g2492782 

249 

5.0e-21 

93 

55 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 

(ALPHA- D-GALACTOS IDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

134640 

107301_1.R1010 

jC-atX22021QlElD03al 

BLASTX 



15955 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462836 
270 

8.0e-24 

60 

85 

(AF000657) beta-glucanase [Arabidopsis thaliana] 
134641 

107377_1.R1010 

g902611 

BLASTX 

gl706739 

417 

l.Oe-40 

146 

53 

FLAVONOL 3-SULFOTRANSFERASE (F3-ST) >gi_285285_pir B40216 

flavonol 3 ' -sulf ©transferase - Flaveria chloraefolia 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134642 

107433_1.R1010 

g935698 

BLASTN 

g4454022 

379 

O.Oe+00 

422 

98 

Arabidopsis thaliana DNA chromosome 4^ BAC clone 
(ESSAII project) 



F9D16 



134643 

107438_1.R1010 

jC-atXP52C182L13T7s2 

BLASTX 

g2832632 

149 

2.0e-Q9 

54 

54 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
134644 

107449_1.R1010 
jC-atX25024QlElC05al 

134645 

107472^1, RIOIO 

jC-atXP20C114A14T7075al 

BLASTX 

g2245037 

400 

2.0e-38 

214 

40 

(Z97342) nuclear antigen homolog [Arabidopsis thaliana] 



15956 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



134646 

107495_1.R1010 
jC-atX22029QlElA08al 

134647 

107496_1.R1010 

g2749166 

BLASTX 

g3298545 

241 

3.0e-20 

42 

100 

(AC004 681) unknown protein [Arabidopsis thaliana] 
134648 

107499_1.R1010 
jC-atX25002QlElF10al 

134649 

107514_1.R1010 

gll03350 

BLASTX 

g3831453 

475 

l.Oe-47 

111 

71 

(AC00570G) unknown protein [Arabidopsis thaliana] 
134650 

107530_1.R1010 

jC-atX22031QlElA01al 

BLASTN 

g2435510 

349 

O.Oe+00 

571 

87 

Arabidopsis thaliana BAC TM017A05 
134651 

107546_1.R1010 

jC-atXP122C117M22T7036al 

BLASTN 

g3510247 

541 

0. Oe+00 

657 

95 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134652 

107554_1.R1010 

g2722604 

BLASTX 



15957 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ■-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3249084 
401 

4.0e-39 

87 

84 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

134653 

107566_1.R1010 
jC-atX25004QlElF05al 

134654 

107575_1.R1010 
jC-atX22033QlElF03al 

134655 

107581__1.R1010 
jC-atX25012QlElF08al 

134656 

107611_1.R1010 

jC-atX22034QlE2E03al 

BLASTN 

g3241920 

198 

l.Oe-107 

329 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAEl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134657 

107808_2.R1010 

jC-atX22052QlElB08al 

BLASTN 

g4584531 

303 

l.Oe-170 

347 

59 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



Seq. No. 
Contig ID 
5 '-most EST 



134658 

107812_1.R1010 
g2748926 



Seq. No. 
Contig ID 
5 '-most EST 



134659 

107819_1.R1010 
jC-atX22052QlElC09bl 



Seq. No. 
Contig ID 
5 '-most EST 



134660 

107821_1.R1010 
g2413479 



15958 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134661 

107870_1.R1010 
jC-atX22055QlElD04al 

134662 

107900_1.R1010 

jC-atX22056QlElF06al 

BLASTN 

g2656025 

337 

O.Oe+00 

353 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MCD7 



clone 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134663 

107972_1.R1010 
jC-atX22060QlElF04al 

134664 

108048_1.R1010 
g2393691 

134665 

108058_1.R1010 

jC-atX22066QlElG02al 

BLASTN 

g3399678 

333 

O.Oe+00 

333 

100 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134666 

108083^1. RIOIO 

jC-atX22068QlElB05al 

BLASTN 

g4220644 

83 

8.0e-39 

251 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXL8, complete sequence [Arabidopsis thaliana] 

134667 

108086_1.R1010 
jC-atX22068QlElB12al 

134668 

108093_1.R1010 

jC-atXP25C125M21T7024al 

BLASTN 

g2760165 



PI clone 



15959 



BLAST score 


314 


E value 


l.Oe-176 


Match length 


505 


% identity 


97 


NCBI Description 


Arabidops 



MAC9, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134669 

108109_1.R1010 

jC-atX22069QlElF07al 

BLASTN 

g3250673 

291 

l.Oe-163 

311 

75 

Arabidopsis thaliana DNA chromosome 4^ 
(ESSAII project) 



BAG clone T16H5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID ^ 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134670 

108161_1.R1010 

g937668 

BLASTX 

g232202 

321 

l.Oe-29 

150 
46 

GLUTATHIONE S-TRANSFERASE PARS (CLASS-PHI) 

>gi__285295_pir ^A41789 glutathione transferase (EC 

2.5.1.18) - common tobacco >gi__2182 94_dbj_BAA01394__ 
{D10524) glutathione S-transf erase [Nicotiana tabacum] 

134671 

108181_1.R1010 

g2446048 

BLASTN 

g3702731 

310 

l.Oe-174 

388 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134672 

108218_1.R1010 

g2062878 

BLASTN 

g3641835 

168 

l.Oe-89 

168 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone T4L20 



15960 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

134673 

108235__1.R1010 

g2048814 

BLASTX 

g4455220 

1032 

l.Oe-112 

276 

60 

(AL035440) putative aconitase [Arabidopsis thaliana] 
134674 

108297_1.R1010 

g2048818 

BLASTN 

g2618602 

336 

O.Oe+00 

391 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJl, complete sequence [Arabidopsis thaliana] 



134675 

108332_1.R1010 

g2062908 

BLASTX 

g2911059 

576 

2.0e-59 

122 
96 

(AL021961) putative protein 



[Arabidopsis thaliana] 



134676 

108355_1.R1010 

g2749201 

BLASTN 

g2924734 

299 

l.Oe-167 

447 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXEIO, complete sequence [Arabidopsis thaliana] 

134677 

108501_1.R1010 

jC-atX22088QlElC05al 

BLASTN 

g3608126 

400 

O.Oe+00 

445 

99 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

15961 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134678 

108547_1.R1010 
jC-atXmonuni27Del0bl 

134679 

108647_1.R1010 

jC-atXmonuni27Bhl0al 

BLASTX 

g4587589 

300 

3.0e-27 

121 

47 

(AC007232) hypothetical protein [Arabidopsis thaliana] 
134680 

108675^1. RIOIO 

j C- a t Xmonuni 2 7 BhO 8 a 1 

BLASTN 

g4662609 

405 

O.Oe+00 

437 

98 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

134681 

108720_1.R1010 
jC-atX23007QlElH05al 

134682 

108743_1.R1010 

jC-atXP3C83G12T7070al 

BLASTN 

g2462264 

55 

8.0e-22 

55 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
134683 

108823_1.R1010 

gl033247 

BLASTX 

g2129753 

846 

6.0e-91 

193 

84 

threonine synthase (EC 4.2,99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 



Seq. No. 



134684 



15962 



Contig ID* 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108961_1.R1010 

jC-atXP94CH5G7T7bl 

BLASTN 

g4454587 

234 

l.Oe-129 

331 

97 

Arabidopsis thaliana BAG F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134685 

108984_1, 

g3450472 

BLASTX 

gl699024 

52 

7.0e-16 

85 

55 

(U78866) 
(U78870) 



RIOIO 



genelOOO [Arabidopsis thaliana] >gi_1699057 
unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134686 

109099^1. RlOlO 

jC-atXP52C181L9T7s2 

BLASTN 

g4589442 

262 

l.Oe-145 

431 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MVP2, complete sequence 



PI clone: 



Seq. No. 
Contig ID 
5 '-most EST 



134687 

109110__1.R1010 
jC-atX23026QlElD07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134688 

109123_1.R1010 

jC-atX24001QlElB02al 

BLASTX 

gl731990 

218 

4.0e-34 

108 

67 

(Y09602) 
vulgare] 



serine carboxypeptidase 11, CP-MI I [Hordeum 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134689 

109127_1.R1010 

jC-atXP26C124P8T7044al 

BLASTN 

g3065834 

763 



15963 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

836 

98 

Arabidopsis thaliana putative methyltransf erase gene, 
complete cds 

134690 

109275_1.R1010 

jC-atX24007QlElD06al 

BLASTX 

g3152618 

253 

l,0e-21 

97 

52 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 

134691 

109314_1.R1010 

jC-atX24009QlElD12al 

BLASTN 

g3128136 

300 

l.Oe-168 

344 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

134692 

109332_1.R1010 
jC-atX24061QlElD08a2 

134693 

109466_1.R1010 

jC-atX24015QlElA01al 

BLASTN 

g4757409 

394 

O.Oe+00 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

134694 

109542_1.R1010 

jC-atXP2C76D6T7041al 

BLASTN 

g3341671 

541 

O.Oe+00 

621 

99 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 



15964 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134695 

109600_1,R1010 

g3450410 

BLASTN 

g409704 

378 

O.Oe+00 

390 

99 

Arabidopsis thaliana ETRl gene, complete cds . 
>gi_3011559_gb_I75418_I75418 Sequence 1 from patent US 



Seq, No, 
Contig ID 
5 '-most EST 



134696 

109631_1,R1010 
jC-atX24022QlElD07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134697 

109667__1.R1010 

jC-atX24023QlElF07al 

BLASTN 

gl402915 

35 

3.0e-10 

51 

92 

A. thaliana mRNA for peroxidase, prxr7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134698 

109693_1.R1010 

gll03339 

BLASTN 

g4587582 

152 

8.0e-80 

506 

98 

Arabidopsis thaliana chromosome II BAG T16B14 genomic 
sequence, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



134699 

109788_1.R1010 
jC-atXP15C106G5T7021al 



Seq, No. 
Contig ID 
5 '-most EST 



134700 

109839_1,R1010 
jC-atX24028QlElC08al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134701 

109844_1.R1010 

jC-atX24028QlElD01al 

BLASTN 

g2351071 

292 

l.Oe-163 
336 



15965 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



97 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

134702 

109881_1.R1010 

g2062778 

BLASTN 

g3128135 

302 

l.Oe-169 

343 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E1, complete sequence [Arabidopsis thaliana] 

134703 

109918_1.R1010 

g2062931 

BLASTX 

g2316022 

328 

2.0e-30 

68 

97 

(096399) MRP-like ABC transporter [Arabidopsis thaliana] 
134704 

109931_1.R1010 

g3450174 

BLASTX 

g4467122 

408 

8.0e-40 

83 
95 

{AL035538) putative protein [Arabidopsis thaliana] 
134705 

110019_1.R1010 
jC-atX24037QlE2A03al 

134706 

110035__1,R1010 

j C-atX2 4 106QlElC12bl 

BLASTN 

g3702735 

101 

2.0e-49 

422 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

134707 

110098_1.R1010 
jC-atX24 040QlElF03bl 



15966 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl361155 

146 

3.0e-09 

84 

44 

hypothetical protein o215b - Escherichia coli >gi_537235 
{U14003) Kenn Rudd identifies as gpmB [Escherichia coli] 
>gi_1790856 {AE000509) phosphoglyceromutase 2 [Escherichia 
coli] 

134708 

110195_1.R1010 

jC-atXP27C133D24T7s2 

BLASTX 

g2129941 

280 

8.0e-25 

69 

75 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ [X95732) zeaxanthin epoxidase 
[Nicotiana plumbagini folia] 



134709 

110267_1.R1010 

g2747534 

BLASTN 

g4519195 

384 

O.Oe+00 

692 

97 

Arabidopsis thaliana genomic DNA, 
MQC12, complete sequence 



chromosome 3, PI clone: 



134710 

110346_1.R1010 

jC-atX24051QlElC06al 

BLASTX 

g3033398 

47 

5.0e-24 

77 

81 

(AC004238 ) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134711 

110413_1.R1010 

g2393340 

BLASTN 

g4567237 

96 

2.0e-46 

473 

94 



15967 



NCBI Description 



Arabidopsis thai i ana chromosome II BAG T22F11 genomic 
sequence, complete sequence 



Seq« No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134712 

110418_1.R1010 

jG-atXP47G17204T7s2 

BLASTN 

g2337888 

225 

l.Oe-123 

527 

95 

Genomic sequence for Arabidopsis thaliana BAG F14J16, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134713 

110423_1.R1010 

gl215987 

BLASTN 

g2145357 

313 

l.Oe-176 

394 

97 

A. thaliana ATHB-9 gene 



Seq. No. 


134714 


Contig ID 


110430 l.RlOlO 


5 '-most EST 


jC-atXP98CH8CllT7bl 


Method 


BLASTN 


NCBI GI 


g3123718 


BLAST score 


41 


E value 


l.Oe-13 


Match length 


57 


% identity 


93 


NCBI Description 


Homo sapiens gene fo 


Seq. No. 


134715 


Contig ID 


110454 l.RlOlO 


5 '-most EST 


g2048218 


Method 


BLASTN 


NCBI GI 


g3176693 


BLAST score 


269 


E value 


l.Oe-150 


Match length 


372 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 



exon 



sequence. 



romosome I BAG T27I1 genomic 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134716 

110468_1.R1010 

g2763164 

BLASTX 

g4455359 

234 

2.0e-19 
50 



15968 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

{AL035524) putative protein [Arabidopsis thaliana] 
134717 

110470_1.R1010 

g3450356 

BLASTN 

g4159700 

317 

l.Oe-178 

530 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K1L20, complete sequence 

134718 

110525_1,R1010 

g2749454 

BLASTX 

g3334144 

76 

2.0e-38 

132 

64 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_db j_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134719 

110560_1.R1010 

g507037 

BLASTN 

g3985958 

346 

O.Oe+00 

540 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134720 

110568_1.R1010 
jC-atX24060QlElH02al 

134721 

110675__1.R1010 

j C-atX24 075Q1E1A0 9al 

BLASTX 

g4678230 

380 

l.Oe-36 

74 

100 

(AC007135) putative kinesin related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



134722 

110707 l.RlOlO 



15969 



# 



5 '-most EST 


jC-atX24 066QlElA05al 




X J 1 1 


Pnni" "in JT) 


1 1 071 1 RIOIO 


D lUUoL. HiOi 


-1 r-a+-y9^4 nfifini n ri 0;^ i 


o c • iM (J • 


X O *± / ^ *i 




1 1 0794 1 R1 01 0 
xxL//^*i x» r\x w X 


S'--mn<5t F.ST 


a2048493 




BLASTN 


NCBI GI 


g3600045 


BLAST score 


419 


Hj V d J. Li c 






T O O 




98 




r^x ctX^XU^J^oXo dldXXcLllci 


O ^ • In (J • 


1 ^479R 




1 1 07Sfi 1 RIOIO 

XX^J/^U X. JAX U X u 




rr9047 9S^0 




BLASTX 


NCBI GI 


g4507075 


BLAST score 


256 


E value 


2.0e-28 


Match length 


149 


% identity 


47 


NCBI Description 


SWI/SNF related, mat 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



associated, actin dependent 
regulator of chromatin, subfamily a, member 5 
>gi_2967452_dbj_BAA25173_ {AB010882) hSNF2H [Homo sapiens] 

134726 

110786_1.R1010 

g4714006 

BLASTN 

g2191157 

302 

l.Oe-169 

445 

99 

Arabidopsis thaliana BAC IG002P16 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134727 

110790_1.R1010 
gl215844 

134728 

110856_1.R1010 

jC-atX24075QlElG12al 

BLASTX 

g4314359 

125 

5.0e-45 

110 
84 

(AC006340) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 



134729 



15970 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 



110922_1.R1010 
jC-atX24082QlElCllal 

134730 

110929_1.R1010 

jC-atX24082QlElG04al 

BLASTX 

g3688528 

333 

4.0e-31 

86 

70 

(AJ004 958) pre-pro-TPE4A protein 



[Pisum sativum] 



134731 

111043_1.R1010 

jC-atX24103QlE2Gllal 

BLASTX 

g4325368 

254 

l.Oe-39 

79 

94 

(AF128396) Arabidopsis thaliana flavin-type blue-light 
photoreceptor (SW:Q43125) {Pfam: PF00875, Score=765.2, 
E=2.6e-226, N=l) [Arabidopsis thaliana] 



134732 

111053_1.R1010 

g509454 

BLASTN 

g2264309 

422 

O.Oe+00 

426 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3^ complete sequence [Arabidopsis thaliana] 



PI clone 



134733 

111056_1.R1010 

g2062862 

BLASTN 

g4756963 

411 

0,0e+00 

444 

100 

Arabidopsis thaliana 
(ESSA project) 

134734 

111066_1.R1010 
g2048246 

134735 

111073 l.RlOlO 



DNA chromosome 4, BAG clone F10M23 



15971 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl7155 
BLASTN 
g4538895 
108 

l,0e-53 

263 
86 

Arabidopsis thaliana DNA chromosome 4, BAG clone F17A8 
(ESSA project) 

134736 

111077_1.R1010 

j C-atX2 410 6Q1E1B0 6a2 

BLASTX 

g2275202 

368 

3.0e-35 

75 

99 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134737 

111122_1. 

g398623 

BLASTX 

g2569938 

365 

l.Oe-34 

93 

73 

(Y15193) 



RIOIO 



GAI [Arabidopsis thaliana] 



134738 

111145_1.R1010 

jC-atXP90C246HllT7s2 

BLASTX 

g3281849 

632 

6.0e-66 

120 

100 

{AL031004) methyltransf erase 
thaliana] 



like protein [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134739 

111159_1.R1010 

jC-atX24109QlElB06a2 

BLASTX 

g2191165 

51 

l.Oe-21 

113 

53 

(AF007270) A_IG002P16.14 gene product [Arabidopsis 
thaliana] 



15972 



Seq, No. 


134740 


Contig ID 


111191 l.RlOlO 


5 '-most EST 


g2580629 


Sea No 


134741 


Contia ID 


111205 l.RlOlO 


S'-mos+- F.ST 


a2 7 4 935^5 


Sprr No 


134742 




111 PP? 1 R1 01 0 


5 ' -most EST 


iC-atX2^411101ElB12al 


L L' 11 ^ KA. 


BLASTN 


NCBI GI 


g3128143 


BLAST score 


256 


E value 


l.Oe-142 


Match length 


263 


% i<rlpntitv 


60 


NPRT Dp PT1 nt" 1 nn 


At^^Ttii (inosi *^ th^^l \ r{T\r\ rfpnmni r* DMA phynTno^^mnp S Pi p1 dt 




MTT20. pomnlptp spcriipnpp fATabjifio'Dsls thalianal 


cjp^rr Nn 


134743 




1 1 1 1 R1 ni n 


5 * -most EST 


iC-atXP117C141N5T7al 


Method. 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


54 


F! vfi 1 IIP 


3 Oe-21 




54 




1 on 




wUCUillXo octLXVLlo UlIxlNiT. J_L>X paLdLXIi XxjS.c pxULcXIi/ pa,X UXdX 


O c: Lj^ • IN Lr • 


XO *± /It 




iii?4(^ 1 Rinin 

XXXZ.'xU XbIxXUXv 


5 ' —most F.ST 


nr-atXP22ri 22D21 T7nn8a1 

1 v^i d JL £j J. £d £d 1./ £j J- J. ( V u U CI J. 


Method 


BLASTX 


NCBI GI 


g3236240 


BLAST score 


381 


E value 


2.0e-36 


Match length 


100 


% identity 


70 


Nr'RT np Q^'T'i ■pi'h 1 /^Ti 

LNOOJ. L/C? O -L W I* J- Wl 1 


( TiC* A iri^ A \ nTi VnoTA/Ti 'or*ri'h & in fZiT'aTn'i Hon qiq "{"HaliaTial 

\Ci\^\J \J "^XiK) '± } U-iirwiiW WXi pXWL.CXil ^^X dJkJXUl^p D X O L.iidX Xdiid J 


O C • Vi\J » 


1 '^474S 




XXX^1\J ^alXXV^-LW 


S'-mo=?t F.ST 


a315765 

^ X ^ / \J ^ 


Method 


BLASTX 


NCBI GI 


g3236240 


BLAST score 


211 


F. v?i 1 np 


2 Oe-lfi 


M^itph 1 pnrri"?! 

L ICI L.V^11 J-dl^ ^^11 


128 


O J-UdiL.XUy 




iNt^jDi uescnpuion 


^fiuuu^ oo 4i ; uriKnown pronein L/iraDiaopsis maxianaj 


Seq. No. 


134746 


Contig ID 


111252 l.RlOlO 


5 '-most EST 


g2748810 


Method 


BLASTN 



15973 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 



g4760411 
241 

l.Oe-133 

340 

98 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC F25C20 sequence, 



134747 

111331_1.R1010 

gl053286 

BLASTX 

g4455293 

520 

2.0e-64 

162 
90 

(AL035528) putative protein [Arabidopsis thaliana] 
134748 

111331_2.R1010 

g2749717 

BLASTN 

g4455290 

155 

l.Oe-81 

452 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18A5 
(ESSAII project) 

134749 

111531_1.R1010 

jC-atX25053QlElHllal 

BLASTN 

g4115930 

360 

O.Oe+00 

397 

97 

Arabidopsis thaliana BAC T4B21 
134750 

111544_1.R1010 

g2413369 

BLASTN 

g4646215 

382 

O.Oe+00 

457 

97 

Arabidopsis thaliana chromosome II BAC T22013 genomic 
sequence, complete sequence 

134751 

111568_1,R1010 
g493326 



15974 



# 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E,., value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134752 

111806_1.R1010 

g2763318 

BLASTN 

g4589434 

369 

O.Oe+00 

476 

78 

Arabidopsis thaliana genomic DNA^ chromosome 5/ 
MNJ7, complete sequence 



PI clone 



134753 

111970_1.R1010 

gl932875 

BLASTN 

g2827513 

210 

l.Oe-114 

273 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 



134754 

112083_ 

gl7632 



l.RlOlO 



134755 

112109_1,R1010 
gl215841 

134756 

112294_1.R1010 

jC-atX25027QlElB01al 

BLASTN 

g3176695 

470 

O.Oe+00 

538 

97 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

134757 

112307_1.R1010 
jC-atX25027QlElF03al 

134758 

112331_1.R101G 

jC-atX25029QlElB12al 

BLASTX 

g4680318 

134 

5.0e-69 



15975 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 
95 

(AF12437S} 30S ribosomal protein S7 [Brassica napus] 



134759 

112346_1.R1010 

jC-atX25031QlElA09al 

BLASTN 

g4538990 

185 

l'.0e-99 

350 

96 

Arabidopsis thaliana DNA chromosome 4, 
{ESSA project) 



BAG clone T5L19 



134760 

112362_1.R1010 
g2763881 

134761 

112384__1.R1010 

jC-atXP110C119G10T7058al 

BLASTN 

g2760168 

242 

l.Oe-133 

500 

100 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone 



134762 

112384_2.R1010 

jC-atXP13C104A8T7d2 

BLASTN 

g2760168 

271 

l.Oe-151 

472 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 

134763 

112424_1.R1010 

jC-atX25034QlElB02al 

BLASTN 

gl707006 

345 

O.Oe+00 

417 

96 

Arabidopsis thaliana chromosome II BAG T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



134764 



15976 



® 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



112520_1.R1010 
jC-atX25038QlElEllal 

134765 

112604_1.R1010 

jC-atX25041QlElF12a2 

BLASTX 

gl769891 

209 

l.Oe-16 

40 

97 

(X99747) bZIP transcription factor [Arabidopsis thaliana] 
>gi__1865679_emb_CAB04795_ (Z82043) ATB2 [Arabidopsis 
thaliana] 

134766 

112703_1,R1010 

j C-atXmonuni2 6CaO lal 

BLASTN 

g4589437 

252 

l.Oe-140 

308 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

134767 

112708_1.R1010 

jC-atXmonuni2 6CaO 6al 

BLASTX 

g3128188 

274 

3.0e-25 

97 

59 

{AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
134768 

112776_1.R1010 

jC-atX25057QlElB05bl 

BLASTN 

g3859658 

183 

l.Oe-98 

215 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

134769 

112852_1.R1010 
jC-atX25060QlElH09al 

134770 

112897 l.RlOlO 



15977 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP14C105N12T7sl 

BLASTN 

g2262135 

240 

l.Oe-132 

499 

100 

Arabidopsis thaliana BAG TlOPll from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134771 

113035_1.R1010 

jC-atXL1031QlElE04al 

BLASTN 

g4519195 

118 

l.Oe-59 

281 

100 

Arabidopsis thaliana genomic DNA, 
MQC12, complete sequence 



chromosome 3, PI clone: 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134772 

113100_1.R1010 

jC-atX25071QlElE03al 

BLASTN 

g4589419 

502 

O.Oe+00 

582 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2I5, complete sequence 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134773 

113119_1.R1010 

jC-atX25073QlElB033al 

BLASTX 

g4455366 

189 

3.0e-14 

50 

72 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134774 

113137_1.R1010 

jC-atXP122C118G17T7074al 

BLASTN 

g4580745 

583 

O.Oe+00 

620 

98 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



15978 



Seq. No. 

Contig ID 
5'^most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134775 

113172_1.R1010 
jC-atX25074QlEir06ai 

134776 

113238_1.R1010 

jC-atXP123C159O16T7065al 

BLASTN 

g4589445 

215 

l.Oe-117 

462 

66 

Arabidopsis thaliana genomic DNA, 
MWL2, complete sequence 

134777 

113538_1.R1010 

jC-atXP5C90D4T7085al 

BLASTX 

g4056505 

1088 

l.Oe-119 

237 

91 

{AC005896) nodulin-like protein 



chromosome 3, PI clone: 



[Arabidopsis thaliana] 



134778 

113709_1.R1010 
jC-atX25102QlElE06al 

134779 

113757_1.R1010 

jC-atX25103QlElEllal 

BLASTX 

gll4339 

413 

2.0e-40 

81 

100 

PLASMA MEMBRANE ATPASE 3 (PROTON PUMP) 

>gi_67974_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_l 66625 
(J04737) ATPase [Arabidopsis thaliana] 

134780 

113971_1.R1010 

jC-atX25114QlElE02al 

BLASTX 

g2467274 

228 

2.0e-18 

99 

56 

(Z99759) rna binding protein [Schizosaccharomyces pombe] 



Seq. No, 



134781 



15979 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114018_1.R1010 

jC-atX25116QlElC05al 

BLASTN 

g3869075 

450 

O.Oe+00 

454 

100 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134782 

114068_1.R1010 

j C-atXmonuni2 6CcO 6al 

BLASTN 

g2244829 

293 

l.Oe-164 

436 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134783 

114074_1,R1010 

jC-atXmonuni26Cbllal 

BLASTN 

g3738313 

292 

l.Oe-163 

453 

97 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134784 

114093_1.R1010 

g2412884 

BLASTX 

g3377673 

233 

3.0e-19 

86 

57 

(AF078079) UDP-glucose: f lavonoid 3-0-glucosyltransf erase 
[Forsythia x intermedia] 

134785 

114098_1.R1010 

j C-atXmonuni 2 6Ce 0 1 a 1 

134786 

114101_1.R1010 

jC-atX35005QlElG04al 

BLASTX 

g3242721 

450 



15980 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-45 

90 

94 

(AC003040) 
thaliana] 



putative acetone-cyanohydrin lyase [Arabidopsis 



134787 

114130_1.R1010 

jC-atXmonuni26Cf03al 

BLASTN 

g4490324 

166 

3.0e-88 

387 

97 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T9A14 



134788 

114188_1.R1010 

j C- a t Xmonuni 2 7 Bb 0 5 a 1 

BLASTN 

g2656031 

301 

l.Oe-169 

384 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134789 

114208_1.R1010 

j C-atXmonuni2 6ChO 2 a 1 

BLASTX 

g3249077 

217 

3.0e-49 

117 

83 

(AC004473) Similar to prunasin hydrolase precursor 
gb_U50201 from Prunus serotina, ESTs gb_T21225 and 
gb_AA586305 come from this gene. [Arabidopsis thaliana] 

134790 

114234_1.R1010 

jC-atXmonuni27Aa06al 

BLASTX 

gl32942 

139 

l.Oe-08 

40 

60 

60S RIBOSOMAL PROTEIN L35A {L32) >gi_71348_pir R5XL32 

ribosomal protein L35a - African clawed frog 
>gi_65064_emb_CAA38849_ (X55030) ribosomal protein L32 
[Xenopus laevis] 



15981 



Seq. No. 
Contig ID 
S^^^terst EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134791 

114255_1,R1010 

j C- a t Xmonuni 2 7 Bb 1 0 a 1 

BLASTN 

g2924728 

278 

l.Oe-155 

419 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXHl, complete sequence [Arabidopsis thaliana] 

134792 

114326_1.R1010 

j C- a tXmonuni 2 7 BdO 9a 1 

134793 

114427_1.R1010 

jC-atX35033QlElH05al 

BLASTN 

g4512656 

135 

5.0e-70 

213 

98 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134794 

114429_1.R1010 

jC-atXP80C240F24T7sl 

BLASTN 

g4713943 

93 

l.Oe-44 

185 

90 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAG T8K14 sequence, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134795 

114619_1.R1010 

g2763413 

BLASTN 

g3355463 

182 

l.Oe-97 

404 

97 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134796 

114631_1.R1010 
g3449804 
BLASTN 
g4589415 



15982 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

l.Oe-138 

496 
99 

Arabidopsis thaiiana genomic DNA, chromosome 5, TAG clone 
K14A3, complete sequence 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134797 

114637_1.R1010 

jC-atX35053QlElB10a2 

BLASTN 

g3241923 

440 

O.Oe+00 

464 

99 

Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone: 
MMNIO, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



134798 

114648_1,R1010 

jC-atX35054QlElF12al 

BLASTX 

g3763918 

203 

5.0e-50 

123 

79 

{AC004450) putative isopropylraalate dehydratase 
[Arabidopsis thaiiana] 

134799 

114720_1.R1010 

jC-atXL1024QlBlD01bl 

BLASTX 

g2462827 

395 

2.0e-38 

100 

82 

{AF000657) probable thiamin biosynthetic enzyme 
[Arabidopsis thaiiana] 

134800 

114722_1.R1010 

g2048827 

BLASTN 

g452815 

356 

O.Oe+00 

444 

96 



NCBI Description A, thaiiana phyE gene 



Seq. No. 
Contig ID 
5 '-most EST 



134801 

114739_1.R1010 
g2047808 



15983 



Method 




NCBI GI 


g4510348 


BLAST score 


247 


E value 




Match length 


y4 


% identity 


4o 


NCBI Description 


(ACUUoyzi; unKnown prouem 


Seq. No. 


1 J4oUz 


Contig ID 


l.KlUlU 


0 —most: zio 1 


J auAir ± U / UC Z 1 /oX 


Method 


Dijilo 1 A 


NCBI GI 




BLAST score 


349 


E value 


6.0e-33 


Match length 


11/1 

±14 


% identity 


by 


NCBI Description 


(ALUUz,3oJ; maoie— o-aceraT,e 




[Arabidopsis thaliana] 


Seq. No. 


1 '3 /I o n "3 

1 J4oU o 


Contig ID 


114 /oo l.KlUlU 


0 — inosu Hjbi 


giu J jz ft 


lYietnuu. 


ojLLrvo J. L** 


NCBI GI 


g4512656 


BLAST score 


340 


E value 


O.Oe+00 


Match length 


407 


% identity 


96 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

134804 

114763__1.R1010 
g2393247 



134805 

114798_1.R1010 

jC-atXP29C135I12T7001dl 

BLASTX 

g2245144 

502 

2.0e-50 

177 

58 

(Y10846) 0-acetylserine (thiol) 



lyase [Brassica juncea] 



134806 

114798_2.R1010 

jC-atXL1030QlBlD05bl 

BLASTX 

g2245144 

252 

l.Oe-21 

81 

67 

(Y10846) 0-acetylserine (thiol) lyase [Brassica juncea] 



15984 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134807 

114928_1.R1010 

jC-atXL1040QlElC07al 

BLASTN 

g2459406 

363 

0. Oe+00 

470 

99 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. NO, 




uontiig lu 




D -most EbT 


A r* -i-i-v"Di nn/^OEZT TOn^n/A'\ 
^ L— arAir iUUOzDlX^ 1 / Ql 


beq. NO. 




oonuig ±u 




o most liiO 1 


J d L. A.ir X U U L^i. O X IT *± ± / i-'X 


Method 


BLASTX 


NCBI GI 


g2244797 


BLAST score 


431 


E value 


5.0e-45 


Match length 


128 


% identity 


82 


NCBI Description 


(Z97336) hypothetical 


Seq. No. 


134810 


Contig ID 


115339 2.R1010 


5 '-most EST 


jC-atXP100C251J8T7dl 


Method 


BLASTN 


NCBI GI 


g4589414 


BLAST score 


164 


E value 


6.0e-87 


Match length 


596 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



K14B15, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134811 

115340_1.R1010 

jC-atXP100C268BllT7bl 

BLASTX 

g4455319 

111 

8.0e-05 
187 
10 

(AL035528) 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134812 

115341_1.R1010 

jC-atXP100CE3D5T7bl 

BLASTX 

gl705678 



15985 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276 

3.0e-24 

178 
21 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 {U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134813 

115385_1.R1010 

jC-atXP107C107F5T7sl 

BLASTN 

g4115370 

273 

l.Oe-152 

366 

92 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134814 

115399__1.R1010 

jC-atXP107C113K21T7sl 

BLASTX 

g2213595 

503 

6,0e-51 

101 

98 

{AC000348) T7N9.15 [Arabidopsis thaliana] 



134815 

115409_1. 

g2048684 

BLASTX 

g3880353 

241 

6.0e-20 

153 

39 

(Z82285) 
elegans] 



RIOIO 



predicted using Genefinder [Caenorhabditis 



134816 

115444_1.R1010 

jC-atXP107C123C17T7dl 

BLASTX 

g3874563 

293 

6.0e-30 

128 

54 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk2G6h5.3 comes from this gene; cDNA EST yk206h5.5 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825_emb_CAB0554 9_ (Z83113) similar to Yeast 



15986 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl.5 
comes from this gene; cDNA 

134817 

115473__1.R1010 

jC-atXP108C168L4T7092dl 

BLASTX 

g584741 

214 

9.0e-17 

104 

20 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_322461_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_166744 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134818 

115476_1.R1010 

jC-atXP108C150L7T7sl 

BLASTX 

g4115916 

270 

l,0e-23 

93 

59 

{AF118222) F3H7.9 gene product [Arabidopsis thaliana] 
>gi_4539441_emb_CAB40029.1_ {AL04 9523) putative protein 
[Arabidopsis thaliana] 

134819 

115479_1.R1010 

jC-atXP108C157G23T7035dl 

BLASTX 

g4510371 

531 

5.0e-54 

179 

62 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134820 

115481_1.R1010 
jC-atXP108C161K24T7sl 

134821 

115497_1.R1010 

jC-atXP109C91BllT7sl 

BLASTN 

g2828186 

473 

O.Oe+00 

505 

99 



15987 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18I23, complete sequence [Arabidopsis thaliana] 



Seq. No. 


1 -0 /I Q 0 0 


Contig ID 


115501 l.RlOlO 


5 '-most EST 


jC-atXP108C184O24T7sl 


Method 


BLAb i X 


NCBI GI 


g4o3ozoz 


BLAST score 


368 


E value 


2.0e-41 


Match length 


i4U 


% identity 


75 


NCBI Description 


(AL04 9862) putative protein 


Seq. No. 


1 O yl Q O '5 


Contig ID 


llbooo l.KiUiU 


5 '-most EST 


gl053980 


Seq. No. 


134824 


Contig ID 


115545 l.RlOlO 


5 '-most EST 


jC-atXP109C204J8T7dl 


Method 


BLASTX 


NCBI GI 


g3608154 


BLAST score 


/TV 1 

691 


E value 


5.0e-73 


Match length 


166 


% identity 


89 


NCBI Description 


(AC005314) unknown protein 


Seq. No. 


134825 


Contig ID 


115546 l.RlOlO 


5 '-most EST 


g2445957 


Method 


BLASTX 


NCBI GI 


g3608154 


BLAST score 


114 


E value 


2.0e-36 


Match length 


94 


% identity 


88 


NCBI Description 


(AC005314) unknown protein 


Seq. No. 




Contig ID 


115549 l.RlUiU 


5 '-most EST 


g3719140 


Method 


BLASTN 


NCBI GI 


g2264316 


BLAST score 


4z0 


E value 


0 . Oe+00 


Match length 


740 


% identity 




NCBI Description 


Arabidopsis thaliana genomi 




MROll, complete sequence [A 


Seq. No. 


134827 


Contig ID 


115555 l.RlOlO 


5 '-most EST 


g936979 


Method 


BLASTX 


NCBI GI 


g4218987 



15988 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



446 

4.0e-44 

111 

89 

{AF098630) putative cell wall-plasma membrane disconnecting 
CLCT protein [Arabidopsis thaliana] 

>gi_4725954__emb_CAB41725.1_ {AL049730) putative cell 
wall-plasma membrane disconnecting CLCT protein (AIRIA) 
[Arabidopsis thaliana] 

134828 

115560_1.R1010 

jC-atXP109C205PllT7sl 

BLASTN 

g3510346 

120 

8.0e-61 

456 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MNL12, complete sequence [Arabidopsis thaliana] 

134829 

115561_1.R1010 

g936229 

BLASTN 

g4581138 

319 

l.Oe-179 

458 

97 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 

134830 

115562_1.R1010 

jC-atXP109C206EllT7sl 

BLASTN 

g4581138 

405 

O.Oe+00 

484 

96 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 

134831 

115580_1.R1010 

g2763397 

BLASTN 

g2264302 

328 

O.Oe+00 

623 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 



15989 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134832 

115596_1.R1010 

jC-atXP109C215B3T7dl 

BLASTN 

g2924653 

124 

4.0e-63 

527 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7^ complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134833 

115646_1.R1010 

jC-atXP109C91C14T7dl 

BLASTX 

g4585901 

309 

l.Oe-37 

156 
52 

(AC007133) hypothetical protein 



[Arabidopsis thaliana] 



134834 

115674_1.R1010 

jC-atXP109C95E3T7dl 

BLASTX 

g2565009 

331 

8.0e-31 

68 

81 

(AC002983) putative zinc finger protein [Arabidopsis 
thaliana] 

134835 

115705_1.R1010 

jC-atXP10C94MlT7d2 

BLASTX 

g3269291 

591 

7.0e-99 

183 

100 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq* No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134836 

115721_1.R1010 

g2757102 

BLASTX 

g3885334 

708 

5.0e-75 

147 

94 



15990 



# 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

134837 

115723_1.R1010 

jC-atXP10C95A9T7s2 

BLASTN 

g3885325 

370 

O.Oe+00 

417 

98 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134838 

115728_1,R1010 

jC-atXP10C95K14T7sl 

BLASTX 

g4678221 

191 

3.0e-14 

129 

38 

{AC007135) hypothetical protein 



[Arabidopsis thaliana] 



134839 

115728_2.R1010 
g2048855 

134840 

115761_1.R1010 

jC-atXP10C95M15T7dl 

BLASTX 

g4099076 

149 

2.0e-09 

65 

43 

(U82510) ZAP [Choristoneura fumiferana 
nucleopolyhedrovirus] 



134841 

115765_1.R1010 

jC-atXP10C95M21T7d2 

BLASTN 

g4580522 

278 

l.Oe-155 

310 

99 

Arabidopsis thaliana scarecrow-like 
cds 



8 (SCL8) mRNA, partial 



Seq. No. 
Contig ID 
5 '-most EST 



134842 

115767_1.R1010 
g2581747 



15991 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4580523 

54 

8.0e-41 

95 

92 

(AF036305) 



scarecrow-like 8 [Arabidopsis thaliana] 



134843 

115767_2.R1010 

j C-atXP61C201A2T7dl 

BLASTX 

g4580523 

277 

2.0e-52 

160 

83 

(AF036305) scarecrow-like 
134844 

115771_1,R1010 

g2048794 

BLASTX 

g2160185 

644 

3.0e-67 
247 
54 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 

134845 

115773_1.R1010 

g2048870 

BLASTX 

g2160185 

351 

4.0e-33 
90 
70 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



8 [Arabidopsis thaliana] 



pombe ISP4 (gb_D83992) . 



pombe ISP4 (gb_D83992) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134846 

115792_1.R1010 

g502324 

BLASTX 

g3928100 

324 

3.0e-30 

62 
100 

(AC005770) putative protease inhibitor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



134847 

115793 l.RlOlO 



15992 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP10C96B2T7dl 

BLASTN 

g3080352 

201 

l.Oe-109 

371 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 



134848 

115795__1.R1010 

g2048873 

BLASTN 

g3080352 

291 

l.Oe-162 

454 

96 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAC clone T5K18 



134849 

115807_1.R1010 

g2048875 

BLASTN 

g2264318 

335 

O.Oe+00 

384 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 

134850 

115817_1.R1010 

jC-atXP10C96IllT7dl 

BLASTN 

g3046853 

170 

2.0e-90 

574 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

134851 

115819_1.R1010 

jC-atXP10C96IllT7s2 

BLASTN 

g3046853 

217 

l,0e-118 

463 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



15993 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134852 

115833_1.R1010 

jC-atXP10C96L18T7d2 

BLASTN 

g4732168 

299 

l.Oe-167 

323 
98 

Arabidopsis thaliana BAC T1J24 
134853 

115843__1.R1010 
jC-atXP10C96P17T7d2 

134854 

115848_1.R1010 
jC-atXP33C151AllT7s2 

134855 

115854_1.R1010 

jC-atXP10C97A3T7dl 

BLASTN 

g2760169 

304 

l.Oe-170 

550 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



134856 

115905_1.R1010 

jC-atXP10C97C23T7d2 

BLASTN 

g2760170 

423 

O.Oe+00 

945 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MI 024, complete sequence [Arabidopsis thaliana] 

134857 

115937_1.R1010 
jC-atXP10C97D3T7s2 

134858 

115941_1.R1010 
jC-atXP110C119E4T7dl 

134859 

115942_1.R1010 
g2759874 
BLASTN 
g2351069 



15994 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



349 

O.Oe+00 

850 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSH12, complete sequence [Arabidopsis thaliana] 

134860 

115946_1.R1010 

jC-atXP110C105L21T7dl 

BLASTX 

g4678950 

504 

4.0e-51 

163 

67 

{AL049711) putative protein [Arabidopsis thaliana] 
134861 

115950_1.R1010 

g2757018 

BLASTN 

g3236234 

441 

O.Oe+00 

482 

98 

Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134862 

115951_1,R1010 

jC-atXP110C119D20T7025al 

BLASTX 

g4262185 

641 

6.0e-67 

123 

99 

(AC005508) 64038 [Arabidopsis thaliana] 



134863 

115952_1, 

g933511 

BLASTX 

gl617270 

520 

6,0e-53 

154 

64 

(X94624) 



RIOIO 



acyl-CoA synthetase [Brassica napus] 



134864 

115967_1.R1010 
jC-atXP110C119G23T7dl 



Seq. No. 



134865 



15995 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115979_1.R1010 

jC-atXP98CH8AllT7bl 

BLASTX 

g3341680 

71 

2.0e-28 

185 

50 

(AC003672) unknown protein [Arabidopsis thaliana] 
134866 

115981_1,R1010 

jC-atXP121C96C18T7092dl 

BLASTN 

g3702735 

238 

l.Oe-131 

357 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

134867 

115983_1.R1010 

jC-atXP121C96L4T7029dl 

BLASTX 

gl703153 

281 

l.Oe-24 

226 
38 

ACTIN >gi_2147076_pir S65079 actin - Cyanidioschyzon 

merolae >gi_1167501_dbj_BAA068 66_ (D32140) actin 
[Cyanidioschyzon merolae] 

134868 

115988_1.R1010 

jC-atXPlllC105M8T7sl 

BLASTX 

g4417298 

798 

3.0e-85 

184 

92 

(AC007019) putative RAS-related protein RAB7 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134869 

115994_1.R1010 

jC-atXPlllC106L5T7sl 

BLASTX 

g3894171 

512 

5.0e-52 

106 

92 

(AC005312) putative glutathione s-transf erase [Arabidopsis 



15996 



• 



thaiiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134870 

115997_1. 

g2597278 

BLASTX 

gl621461 

183 

2.0e-13 

117 

34 

(U73103) 



RIOIO 



laccase [Liriodendron tulipifera] 



134871 

116010_1.R1010 

g2393229 

BLASTX 

gl621465 

352 

3.0e-33 

98 

61 

(U73105) laccase [Liriodendron tulipifera] 
134872 

116011_1.R1010 

jC-atXPlllC119LlT7dl 

BLASTN 

g3985949 

229 

l.Oe-126 

272 

100 

Arabidopsis thaiiana genomic DNA, chromosome 3, PI clone 
MOB24, complete sequence [Arabidopsis thaiiana] 

134873 

116013_1.R1010 

jC-atXPlllC116J23T7dl 

BLASTX 

g3046815 

335 

l.Oe-65 

128 

91 

(AL021687) cytochrome P450 [Arabidopsis thaiiana] 
134874 

116016_1.R1010 

jC-atXPlllC116L23T7sl 

BLASTN 

g2335089 

346 

O.Oe+00 

433 

96 

Arabidopsis thaiiana chromosome II BAC T11A7 genomic 



15997 



sequence, complete sequence [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134875 

116017_1.R1010 

g2048060 

BLASTN 

g4376087 

245 

l.Oe-135 

715 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



134876 

116018_1.R1010 
g2048483 

134877 

116026_1.R1010 

jC-atXPlllC116P22T7dl 

BLASTX 

g3152613 

299 

5,0e-27 

162 

42 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
134878 

116035_1.R1010 
g2048476 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134879 

116037_1.R1010 

jC-atXPlllC119I23T7dl 

BLASTX 

g3786011 

611 

l.Oe-63 
118 
100 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134880 

116039_1.R1010 

g947802 

BLASTX 

g4584110 

209 

2.0e-16 

100 

46 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 



Seq. No. 



134881 



15998 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



116042_1.R1010 
g2758268 

134882 

116046_1.R1010 

g2048473 

BLASTN 

g3785992 

284 

l.Oe-158 

356 

98 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134883 

116048_1.R1010 
jC-atXPlllC119K22T7sl 

134884 

116052_1.R1010 
jC-atXPlllC119LlT7sl 

134885 

116057_1.R1010 

jC-atXPlllC122I17T7dl 

BLASTX 

g3334133 

562 

5.0e-58 

196 

59 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi_1432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 

134886 

116063_1.R1010 

jC-atXPlllC122M18T7dl 

BLASTX 

g3881820 

131 

3.0e-09 

93 

43 

(Z73898) similar to dehydrogenase [Caenorhabditis elegans] 
>gi_3881832_emb_CAA98083_ (Z73899) similar to dehydrogenase 
[Caenorhabditis elegans] 

134887 

116067__1.R1010 

jC-atXPlllC122M20T7dl 

BLASTN 

g4220635 

653 

O.Oe+00 

653 

100 



15999 



€1 # 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDB19, complete sequence [Arabidopsis thaliana] 

Seq. No. 134888 

Contig ID 116071_1 . RIOIO 

5 '-most EST jC-atXPlllC122021T7dl 

Seq. No. 134889 

Contig ID 116073_1 . RlOlO 

5 '-most EST g2048622 

Seq. No. 134890 

Contig ID 116084_1.R1010 

5 '-most EST jC-atXPlllC124D7T7dl 

Seq. No. 134891 

Contig ID 116091_1 -RlOlO 

5 '-most EST jC-atXPlllC124H12T7dl 

Method BLASTX 

NCBI GI g3258569 

BLAST score 615 

E value 4 .Oe-64 

Match length 157 

% identity 80 

NCBI Description (U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 

Seq. No. 134892 

Contig ID 116103_1.R1010 

5 '-most EST jC-atXPlllC124K5T7dl 

Seq. No. 134893 

Contig ID 116106_1.R1010 

5 '-most EST g957822 

Method BLASTX 

NCBI GI g2447107 

BLAST score 196 

E value 7.0e-15 

Match length 98 

% identity 44 

NCBI Description {U42580) A638R [Paramecium bursaria Chlorella virus 1] 

Seq. No. 134894 

Contig ID 116106_2 . RlOlO 

5 '-most EST g2393231 

Seq. No, 134895 

Contig ID 116109_1 .RlOlO 

5 '-most EST jC-atXPlllC124L22T7dl 

Method BLASTN 

NCBI GI g3461885 

BLAST score 41 

E value l.Oe-13 

Match length 53 

% identity 94 

NCBI Description Arabidopsis thaliana gene for phosphoribosyl-ATP 
pyrophosphohydrolase, complete cds 



^f'^^ 16000 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134896 

116112_1.R1010 

jC-atXP25C125K19T7063al 

BLASTX 

g2618699 

760 

6.0e-81 

149 

97 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134897 

116125_1.R1010 
gl216040 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134898 

116132_1.R1010 

jC-atXPlllC125J19T7dl 

BLASTN 

g2335089 

277 

l.Oe-154 

493 

92 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134899 

116134_1.R1010 

jC-atXPlllC125J6T7dl 

BLASTX 

g3935176 

599 

3.0e-62 

151 

81 

{AC004557) F17L21.19 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134900 

116136__1.R1010 

jC-atXPlllC125L15T7dl 

BLASTX 

g4314366 

226 

2.0e-18 

91 

65 

{AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134901 

116137_1.R1010 

jC-atXPlllC125L24T7dl 

BLASTN 

g2618600 

126 

2.0e-64 



16001 



Match length 

% identity 

NCBI Description 



Seg. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



407 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 

134902 

116144_1.R1010 

g2048673 

BLASTX 

g4417286 

357 

8.0e-34 

99 

76 

{AC007019) putative shikimate kinase [Arabidopsis thaliana] 
134903 

116148_1.R1010 

jC-atXPlllC126H21T7dl 

BLASTX 

g2190558 

385 

2.0e-67 

136 

96 

•(AC001229) F5I14.14 [Arabidopsis thaliana] 
134904 

116152_1.R1010 

jC-atXPlllC126K2T7dl 

BLASTX 

g2864613 

598 

4.0e-62 

157 

76 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_4049333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

134905 

116155_1,R1010 

g2048681 

BLASTN 

g4159700 

299 

l.Oe-167 

382 
96 

Arabidopsis thaliana genomic DNA, 
K1L20, complete sequence 

134906 

116157_1.R1010 
jC-atXPlllC126M5T7sl 



chromosome 5, TAG clone: 



Seq. No. 



134907 



16002 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116158_1.R1010 

jC-atXPlllC126M8T7dl 

BLASTX 

gll9745 

73 

3.0e-12 

139 

44 

FRUCTOSE-1, 6-BISPHOSPHATASE, 



CHLOROPLAST PRECURSOR 



{D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67242_pir PAWTF fructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - wheat >gi_21737_emb_CAA30612_ 

{X07780) pre-FBPase [Triticum aestivum] 

>gi_21741_emb__CAA37 908_ (X53957) fructose-bisphosphatase 
[Triticum aestivum] 

134908 

116163_1.R1010 

jC-atXP113C125C9T7dl 

BLASTX 

g4115383 

470 

2.0e-47 

95 

95 

(AC005967) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134909 

116164_1.R1010 

jC-atXP98CH8A4T7bl 

BLASTX 

g3643604 

106 

4.0e-04 

101 

6 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



134910 

116167__1.R1010 

g934161 

BLASTN 

g4589440 

107 

5.0e-53 

428 

98 

Arabidopsis thaliana genomic 
MSD21, complete sequence 

134911 

116172_1.R1010 
g2762283 
BLASTN 
g3510347 



DNA, chromosome 3, PI clone: 



16003 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

5.0e-40 

305 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJll, complete sequence [Arabidopsis thaliana] 

134912 

116174_1.R1010 

jC-atXP113C134I5T7dl 

BLASTN 

g4589437 

279 

l.Oe-155 

401 

96 

Arabidopsis thaliana genomic 
MPN9/ complete sequence 



DNA, chromosome 3, PI clone 



134913 

116186_1.R1010 

jC-atXP113C221P16T7dl 

BLASTN 

g3337347 

266 

l.Oe-148 

289 

98 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134914 

116193_1.R1010 

gl216849 

BLASTX 

g3236253 

294 

l.Oe-26 

104 

58 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

134915 

116201_1.R1010 
jC-atXP113C230D16T7dl 

134916 

116217_1.R1010 

g957536 

BLASTX 

g2281109 

835 

8.0e-90 

151 

100 

(AC002333) endochitinase isolog [Arabidopsis thaliana] 



16004 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134917 

116217_2.R1010 

jC-atXP14C105O10T7sl 

BLASTX 

g2281109 

526 

l-Oe-53 

111 

89 

(AC002333) endochitinase isolog [Arabidopsis thaliana] 
134918 

116222_1.R1010 

g2723003 

BLASTX 

g2864613 

165 

3.0e-ll 

72 
46 

{AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_404 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

134919 

116231_1.R1010 

g934740 

BLASTX 

g3420054 

258 

5.0e-22 

112 

50 

(AC004680) unknown protein [Arabidopsis thaliana] 
134920 

116235_1.R1010 

gl217129 

BLASTX 

g3212867 

496 

5.0e-50 

150 

65 

(AC004005) unknown protein [Arabidopsis thaliana] 
134921 

116238_1.R1010 

gl269347 

BLASTX 

g3982576 

195 

7.0e-15 

39 

100 

(AF023140) imidazoleglycerol phosphate dehydratase [Thlaspi 



16005 



goesingense] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



134922 

116239_1.R1010 

g906702 

BLASTN 

g4589425 

36 

2.0e-10 

68 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBAIO, complete sequence 

134923 

116245__1.R1010 

jC-atXP114C231C23T7dl 

BLASTN 

g2264367 

600 

O.Oe+00 

658 

98 

Arabidopsis thaliana BAG F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

134924 

116246_1.R1010 

g2749394 

BLASTN 

g2264367 

226 

l.Oe-124 

399 

98 

Arabidopsis thaliana BAG F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

134925 

116257_1.R1010 

gl217170 

BLASTX 

g4753650 

554 

6.0e-57 

106 

100 

{AL049751) putative protein [Arabidopsis thaliana] 
134926 

116259_1.R1010 

jC-atXP114C231J12T7dl 

BLASTN 

g2494106 

517 

O.Oe+00 
521 



16006 



% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No, 


134927 


Contig ID 


116267 l.RlOlO 


5 ' -most EST 


g2580666 


Seq. No. 


134928 


Contig ID 


116277 l.RlOlO 


5 '-most EST 


jC-atXP114C231L24T7dl 


Method 


BLASTN 


NCBI GI 


g2760170 


BLAST score 


524 


E value 


0 . Oe+00 


Match length 


593 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MI024, comolete seauence rArahiHori<^i thai i ^^n;:^ 1 


Seq. No. 


134929 


Contig ID 


116289 l.RlOlO 


5 '-most EST 


gl21718"3 


Method 


BLASTX 


NCBI GI 


g4558678 


BLAST score 


160 


E value 


l.Oe-lO 


Match length 


60 


% identity 


47 


NCBI Description 


fAf^nOfiSRfi^ nn V n own T\yr\^ ^\t\ rZiy^V^"! Hrsr^ en <s. +-"Kra1 -i ^n^T 


Seq. No. 


134930 


Contig ID 


116291 1 RIOIO 


5 ' -most EST 


gl217407 


Method 


BLASTX 


NCBI GI 


g3193318 


BLAST score 


341 


E value 


6.0e-32 


Match length 


111 


% identity 


62 


NCBI Description 


(AF069299) No definition line found [Arabidopsis thaliana] 


Seq. No. 


134931 


Contig ID 


116297 l.RlOlO 


5 " -most EST 


al2174T3 


Seq. No. 


134932 


Contig ID 


116299 ^ Rinin 


5 ' -most EST 


iC-atXP114C232F4T7dl 


Method 


BLASTX 


NCBI GI 


gl903367 


BLAST score 


596 


E value 


5.0e-74 


Match length 


177 


% identity 


86 


NCBI Description 


(AC000104) ESTs gb_N65789, gb_T04 628 come from this gene. 




[Arabidopsis thaliana] 



16007 



Seq. No. 


134933 


Contig ID 


1163u0_l 


o — itiost: bbi 




Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 




E value 


1 . Ue-loo 


iyia.L.cn xeiigii.n 


^ JO 


% identity 


99 


NCBI Description 


Sequence 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134934 

116315_1.R1010 

jC-atXP19ClllK12T7d2 

BLASTX 

g4006827 

959 

l.Oe-104 

193 

98 

{AC005970) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134935 

116323_1.R1010 

g936304 

BLASTX 

g4220454 

590 

l.Oe-76 

157 

62 

(AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAG 
gb_AC004747. ESTs gb_65870 and gb_T20812 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134936 

116323_2.R1010 

jC-atXP114C240G22T7dl 

BLASTX 

g4220454 

362 

2.0e-34 

70 

56 

(AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAG 
gb_AC004747. ESTs gb_65870 and gb_T20812 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 "-most EST 
Method 
NCBI GI 



134937 

116335_1, 

gl217274 

BLASTN 

g3928074 



RIOIO 



16008 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



203 

l.Oe-110 

407 

98 

Arabidopsis thaliana chromosome II BAG T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134938 

116337_1.R1010 
gl217276 



Seq. No. 


134939 




1 1 ^^^Rft 1 R1 ni n 




y ^ / oz. z/o ± 


Method 


RTiASTN 


NCBI GI 


04757402 


BLAST score 


46 


E value 


2.0e-16 


M3l~ph 1 f^"nrr1~h 


-? O 




O -J 




^-LciijjLtiopsis tnaxiana genomic uina, cnromosome ri cic 




MIG5, complete sequence 








XXDjOO X,J\1UXU 




JO ci LAJrX X OwZ ^ ^Hi i /ux 


Method 


BLASTN 


NCBI GI 


g2098816 


BLAST score 


411 










o X v^di c -L L> y 


Q7 


iNwi5± ucscr ip L-Xon 


Arabidopsis thaliana BAC F19G10, complete sequence 


oeq, iNO . 


X J4 y 4 X 


contig ±u 


llDO/O l.KlUlU 




atArXX0k>Z4lor /i /QX 






NCBI GI 


a3080418 


BLAST score 


641 


E value 


7.0e-67 


Match length 


143 


% identity 


87 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No, 


134942 


Contig ID 


116380 l.RlOlO 


5 "-most EST 


g2762308 


Method 


BLASTN 


NCBI GI 


g2570223 


BLAST score 


621 


E value 


O.Oe+OO 


Match length 


625 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F20D22 sequence. 




complete sequence [Arabidopsis thaliana] 



16009 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134943 

116381_1.R1010 

g934224 

BLASTN 

g4589432 

453 

O.Oe+00 

537 

97 

Arabidopsis thaliana genomic 
MMJ24, complete sequence 



DNA, chromosome 3^ PI clone 



134944 

116394_1.R1010 

g2762872 

BLASTX 

g2924517 

4 98 

2.0e-53 

124 

90 

(AL022023) putative protein [Arabidopsis thaliana] 
134945 

116399_1.R1010 

g2762782 

BLASTX 

g4587540 

177 

l.Oe-18 

136 

45 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydroiase 
with GDSL-motif family. [Arabidopsis thaliana] 

134946 

116418_1.R1010 

g506907 

BLASTX 

g2347188 

313 

l.Oe-28 

57 

96 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 

134947 

116420__1.R1010 

jC-atXP115C24908T7sl 

BLASTN 

g2244788 

204 

l.Oe-111 

375 

90 



16010 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134948 

116424_1.R1010 
jC-atXP115C250G24T7sl 

134949 

116426_1.R1010 

g2762878 

BLASTN 

g2252848 

178 

2.0e-95 

407 

97 

Arabidopsis thaliana BAC TM018A10 
134950 

116427_1.R1010 

g2062769 

BLASTN 

g2252848 

311 

l.Oe-174 

439 

98 

Arabidopsis thaliana BAC TM018A10 
134951 

116429_1.R1010 
jC-atXP115C251B22T7dl 

134952 

116431_1,R1010 

j C-atXPl 1 5C2 5 1 D4 T7 dl 

BLASTN 

g3985931 

366 

O.Oe+00 

410 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21H1, complete sequence [Arabidopsis thaliana] 

134953 

116442__1.R1010 

gl269420 

BLASTX 

g2494144 

134 

l.Oe-07 

116 

5 

{AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



16011 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



134954 

116464_1.R1010 
jC-atXP94CGllD3T7bl 

134955 

116470_1.R1010 

j C-atXPl 15C2 4 801 9T7 02 9dl 

BLASTX 

g2739010 

62 

l.Oe-75 

185 
73 

(AF0224 64) CYP77A3p [Glycine max] 
134956 

116472_1.R1010 

jC-atXP115C248O20T7037dl 

BLASTX 

g2632254 

303 

3.0e-27 

166 

39 

(Y12465) serine/threonine kinase 



[Sorghum bicolor] 



134957 

116475_1.R1010 

gl217236 

BLASTN 

g3869069 

145 

l.Oe-75 

417 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

134958 

116495_1.R1010 

jC-atXP116C136F20T7dl 

BLASTN 

g3355463 

343 

O.Oe+00 

347 

100 

Arabidopsis thaliana chromosome II BAG F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134959 

116496_1.R1010 

jC-atXP115C248G24T7012dl 

BLASTX 

g4587529 

445 

7.0e-44 



16012 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 
46 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238, EST gb__H76902 comes from this gene 

134960 

116503_1.R1010 

jC-atXP115C248I24T7036dl 

BLASTX 

g4454019 

969 

l.Oe-105 

189 

100 

{AL035396) SRGl-like protein [Arabidopsis thaliana] 
134961 

116528_1.R1010 
g2445860 

134962 

116537_1.R1010 

j C-atXPl 1 5C2 4 9L1T7 0 0 6dl 

BLASTN 

gl7818 

57 

6.0e-23 

216 

88 

B.napus BnGRPlO gene encoding glycine-rich RNA-binding 
protein 

134963 

116537_2.R1010 

g2412827 

BLASTN 

gl7818 

57 

3.0e-23 

149 

89 

B.napus BnGRPlO gene encoding glycine-rich RNA-binding 
protein 

134964 

116545_1,R1010 

jC-atXP115C249O8T7046dl 

BLASTX 

g4056421 

1252 

l.Oe-138 

249 

93 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb__W43325 comes 
from this gene. [Arabidopsis thaliana] 



16013 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134965 

116563_1.R1010 

g511214 

BLASTX 

g3033375 

723 

2.0e-76 

240 

57 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134966 

116563_7.R1010 

jC-atXP48C178D14T7s2 

BLASTX 

g4587526 

251 

l.Oe-21 

75 
60 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_F19886, gb_Z30784 and gb_Z30785 come 
from this gene 

134967 

116580_1.R1010 
jC-atXP117C14QF7T7al 



134968 

116581_1.R1010 

jC-atXP117C140J18T7al 

BLASTN 

g2351064 

62 

8.0e-26 

1008 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDJ22, complete sequence [Arabidopsis thaliana] 



PI clone: 



134969 

116583_1.R1010 
jC-atXP117C14 0K16T7dl 

134970 

116584_1.R1010 

jC-atXP117C140L2T7al 

BLASTN 

g2462264 

52 

5.0e-20 

56 

98 

Cucumis sativus mRNA 



for patatin-like protein, partial 



16014 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134971 

116595_1.R1010 

jC-atXP117C141JlT7al 

BLASTX 

g3242705 

481 

4.0e-48 

100 

89 

{AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134972 

116596__1.R1010 

jC-atXP117C141K23T7al 

BLASTX 

g4587527 

325 

7.0e-30 

130 
50 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238 



Seq. No. 


134973 


Contig ID 


116600 l.RlOlO 


5 '-most EST 


j C-atXPl 1 7C141M18T7al 


Method 


BLASTX 


NCBI GI 


g231660 


BLAST score 


465 


E value 


3.0e-46 


Match length 


153 


% identity 


61 


NCBI Description 


HYPOTHETICAL 226 KD PROTEIN 


Seq. No. 


134974 


Contig ID 


116605 l.RlOlO 


5 '-most EST 


jC-atXP117C143A20T7al 


Method 


BLASTN 


NCBI GI 


g3885325 


BLAST score 


403 


E value 


O.Oe+OO 


Match length 


507 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromo 




sequence, complete sequence 


Seq. No. 


134975 


Contig ID 


116609 l.RlOlO 


5 '-most EST 


g936843 


Method 


BLASTN 


NCBI GI 


g2351062 


BLAST score 


331 


E value 


O.Oe+00 


Match length 


429 



(ORE 1901) 



16015 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

134976 

116612_1,R1010 

jC-atXP119C166H13T7024al 

BLASTN 

g2582640 

34 

3.0e-09 

73 

89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

134977 

116621_1.R1010 

jC-atXPllC97F18T7sl 

BLASTN 

g3702728 

375 

O.Oe+00 

475 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M13, complete sequence [Arabidopsis thaliana] 

134978 

116622_1.R1010 

g2048894 

BLASTX 

g4581111 

217 

9,0e-18 

81 

55 

(AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 

134979 

116627_1.R1010 

jC-atXPllC97011T7sl 

BLASTX 

g4678356 

189 

4.0e-23 

76 

71 

(AL049659) cytochrome P450-like protein [Arabidopsis 
thaliana] 

134980 

116631_1.R1010 

jC-atXP16C109D21T7sl 

BLASTN 

g2564051 



16016 



II 



BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



407 

O.Oe+00 

419 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD9, complete sequence [Arabidopsis thaliana] 

134981 

116636_1.R1010 
jC-atXPllC98C15T7sl 

134982 

116639_1.R1010 

g2048905 

BLASTN 

g3395421 

194 

l.Oe-105 

374 

99 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

134983 

116648_1.R1010 

g936220 

BLASTX 

gl279598 

391 

9.0e-38 

108 

64 

(Z71752) pectin methylesterase [Nicotiana plumbagini folia] 
134984 

116653_1.R1010 

jC-atXP122C158F2T7079al 

BLASTX 

g2244893 

665 

l.Oe-102 

375 
56 

(Z97338) similarity to cytochrome P450 [Arabidopsis 
thaliana] 

134985 

116655_1.R1010 

g2757310 

BLASTN 

g2262155 

189 

l.Oe-102 

421 

96 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



16017 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134986 

116668_1.R1010 

jC-atXPllC98N10T7sl 

BLASTN 

g2623294 

213 

l.Oe-116 

321 

93 

Arabidopsis thaliana chromosome II BAG T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134987 

116672_1.R1010 

jC-atXPllC99A10T7sl 

BLASTN 

g3805839 

238 

l.Oe-131 

506 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134988 

116680_1.R1010 

g2758176 

BLASTX 

g3482925 

223 

l.Oe-31 

151 

48 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi__1143445 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



134989 

116681_1.R1010 
g2758196 



Seq. No. 
Contig ID 
5 '-most EST 



134990 

116688_1.R1010 
jC-atXP122C117J22T7dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134991 

116690_1.R1010 

jC-atXP122C117J5T7dl 

BLASTN 

gl946354 

329 

O.Oe+00 

429 

99 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



16018 



Seq. No. 

Contig ID 

5 "-most est' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID - 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



134992 

116692_1.R1010 

jC-atXP122C117K20T7dl 

BLASTN 

g2245073 

302 

l.Oe-169 

451 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



134993 

116693_1.R1010 

g2758219 

BLASTN 

g3510346 

258 

l.Oe-143 

278 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNL12, complete sequence [Arabidopsis thaliana] 



PI clone 



134994 

116697_1.R1010 

jC-atXP122C118F20T7034al 

BLASTN 

g2264312 

411 

O.Oe+00 

504 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K16, complete sequence [Arabidopsis thaliana] 



PI clone 



134995 

116700_1.R1010 

g2758256 

BLASTX 

g3776576 

283 

9.0e-25 

94 

56 

(AC005388) ESTs gb_Z25669 and gb_Z33817 come from this 
gene. [Arabidopsis thaliana] 

134996 

116703__1.R1010 

jC-atXP122C118H3T7dl 

BLASTN 

g3335356 

242 

l.Oe-133 

336 

99 



16019 



NCBI Description Arabidopsis thaliana chromosome II BAG F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



134997 

116704_1,R1010 
jC-atXP122C118ll3T7dl 

134998 

116706_1.R1010 

g2722487 

BLASTN 

g2264318 

328 

O.Oe+00 

356 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MUP24, complete sequence [Arabidopsis thaliana] 

134999 

116707_1,R1010 
g2747431 



135000 

116708_1. RIGID 

jC-atXP122C152H15T7094al 

BLASTN 

g3399678 

406 

O.Oe+00 

458 

98 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



clone 



sequence. 



135001 

116708_2,R1010 ^ 

jC-atXP122C152H15T7dl 

BLASTN 

g3399678 

433 

O.Oe+00 

577 

96 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 

135002 

116712_1,R1010 
g936001 

135003 

116713_1.R1010 

jC-atXP122C158F2T7dl 

BLASTX 

g2244893 

155 



sequence, 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



5.0e-18 

68 

71 

{Z97338) similarity to cytochrome P450 [Arabidopsis 
thaliana] 

135004 

116716_2.R1010 

jC-atXP122C159H19T7dl 

BLASTN 

g3540210 

399 

0. Oe+00 

441 

98 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135005 

116717_1.R1010 

jC-atXP122C159H23T7dl 

BLASTX 

g2499812 

588 

2.0e-60 

135 

83 

PROFILIN 3 
thaliana] 



>gi_1353765 (U43323) profilin 3 [Arabidopsis 



135006 

116722_1.R1010 

g2763951 

BLASTX 

g3912922 

311 

5.0e-28 

88 

65 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
135007 

116723_1.R1010 

g2759562 

BLASTX 

g4263787 

693 

4.0e-83 

166 

96 

{AC006068) unknown protein [Arabidopsis thaliana] 
135008 

116724_1.R1010 

jC-atXP124C118M17T7dl 

BLASTN 

g2160132 



16021 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199 

l.Oe-108 

369 

100 

Sequence of BAG F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

135009 

116731_1.R1010 

jC-atXP124C118N2T7dl 

BLASTX 

gll72019 

222 

5.0e-18 

95 
45 

PEROXISOME BIOSYNTHESIS PROTEIN PASl (PEROXIN-1) 

>gi_1076972_pir ^A55152 PASl protein - yeast (Pichia 

pastoris) >gi_537420_emb_CAA85450_ (Z36987) PASl [Pigjiia 
pastoris] 

135010 

116739_1.R1010 

g2758688 

BLASTN 

g4159701 

115 

9.0e-58 

516 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K22G18, complete sequence 

135011 

116748_1.R1010 
g2758702 

135012 

116754_1.R1010 

g938006 

BLASTX 

g3695383 

379 

2.0e-36 

73 

97 

{AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135013 

116756_1.R1010 

jC-atXP124C121B23T7dl 

BLASTN 

g4467094 

311 

l.Oe-174 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

984 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 

135014 

116757_1.R1010 

jC-atXP124C121B9T7dl 

BLASTX 

g4760370 

369 

4.0e-35 

187 

36 

(AF082565) ATP dependent copper transporter [Arabidopsis 
thaliana] >gi_47 60380_gb_AAD29115 . 1__ (AF091112) ATP 
dependent copper transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135015 

116776_1.R1010 

g2758825 

BLASTX 

g3935180 

585 

2.0e-60 

132 
87 

{AC004557) F17L21.23 [Arabidopsis thaliana] 



135016 

116780_1. 

g2758441 

BLASTX 

gl208497 

335 

7.0e-31 

192 

41 

(D38125) 

135017 

116780_2. 

g936643 

BLASTX 

gl208497 

150 

4.0e-12 

119 

44 

{D38125) 

135018 

116784_2, 

g2758455 

BLASTX 

g2997593 

276 



RIOIO 



EREBP-4 [Nicotiana tabacum] 



RlOlO 



EREBP-4 [Nicotiana tabaciom] 



RlOlO 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-24 

124 

51 

(AF020816) glucose-6-phosphate/phosphate-translocator 
precursor [Solanum tuberosum] 

135019 

116797_1.R1010 

jC-atXP124C122B2T7dl 

BLASTX 

g2506277 

241 

2.0e-31 

130 

58 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 



(60 



135020 

116807_1.R1010 

jC-atXP125C125N19T7d2 

BLASTX 

g3913435 

279 

l.Oe-24 

97 

49 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE F56D2.6 >gi_532106 (U13644) similar to S. 
cerevisiae pre-mRNA splicing factor RNA helicase PRP22 and 
other DEAD box family helicases (DEAR subfamily) 
[Caenorhabditis elegans] 

135021 

116810_1.R1010 

g2413992 

BLASTX 

g4490733 

731 

l.Oe-77 

139 
99 

(AL035709) putative protein [Arabidopsis thaliana] 
135022 

116811_1.R1010 

g2762251 

BLASTX 

g731456 

175 

2.0e-12 

75 

41 

HYPOTHETICAL 27.7 KD PROTEIN IN PIP1-GLN3 INTERGENIC REGION 

>gi_1077649_pir S50542 hypothetical protein YER039c - 

yeast (Saccharomyces cerevisiae) >gi_603272 (U18796) 



16024 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Yer039cp [Saccharomyces cerevisiae] 
135023 

116813_1.R1010 
jC-atXP125C133H7T7dl 

135024 

116814_1.R1010 
jC-atXP125C133H9T7dl 



135025 

116819_1, 

g2763262 

BLASTX 

gl001355 

146 

3.0e-09 

81 

40 

{D64006) 



RIOIO 



auxin-induced protein [Synechocystis sp.] 



135026 

116836_1.R1010 

jC-atXP125C193P6T7dl 

BLASTX 

g2494143 

628 

4.0e-73 

149 

97 

(AC002329) Mlo-like protein [Arabidopsis thaliana] 
135027 

116840_1.R1010 

gl216605 

BLASTX 

g4581123 

270 

5.0e-44 

113 

84 

{AC005825} unknown protein [Arabidopsis thaliana] 
135028 

116855^1. RlOlO 

jC-atXP12C103G5T7069al 

BLASTX 

gl709925 

359 

5,0e-35 

97 

71 

PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLO-LIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZOLE SYNTHETASE) (AIR 
SYNTHASE) >gi_945060 (U30895) aminoimidazole ribonucleotide 
(AIRS) synthetase [Vigna unguiculata] 



16025 



Seq. No, 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135029 

116861_1.R1010 

jC-atXP12Cl,03D21T7d2 

BLASTX 

g2982283 

483 

2.0e-48 

191 

55 

(AF051226) PREG-like protein [Picea mariana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135030 

116861_2.R1010 

g2048149 

BLASTX 

g2982283 

327 

3.0e-30 

114 

54 

(AF051226) PREG-like protein [Picea mariana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135031 

116866_1,R1010 

jC-atXP12C103M24T7094al 

BLASTN 

gl865682 

310 

l.Oe-174 

503 
99 

A.thaliana 16 kb chromosome 



1 DNA fragment 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135032 

116870_1,R1010 

g2596534 

BLASTN 

g2264312 

408 

0,0e+00 

514 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135033 

116873_1.R1010 

g2596541 

BLASTN 

g3193311 

302 

l.Oe-169 

430 

97 

Arabidopsis thaliana BAG F6N15 



Seq. No. 



135034 



16026 



Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116874_1.R1010 

jC-atXP12C103K22T7d2 

BLASTN 

g2979540 

403 

O.Oe+00 

563 

99 

Arabidopsis thaliana chromosome II BAG F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Gontig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Gontig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135035 

116875_1.R1010 

g2596544 

BLASTX 

g4726110 

274 

9-0e-24 

181 

26 

{AG006436) unknown protein [Arabidopsis thaliana] 



135036 

116879_1. 

g2596549 

BLASTX 

g2541876 

264 

3.0e-24 

142 

46 

{D26015) 



RIOIO 



GND41, chloroplast nucleoid DNA binding protein 



[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135037 

116880_1.R1010 

^576968 

BLASTX 

g3874433 

231 

7.0e-19 

152 

36 

{Z81038) predicted using Genefinder; Similarity to Yeast 
ABDl protein {SW:P32783); cDNA EST EMBL:T01105 comes from 
this gene [Caenorhabditis elegans] 

135038 

116895_1.R1010 

g2596863 

BLASTX 

g2832642 

461 

7.0e-78 

178 

82 

(AL021710) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135039 

116898_1.R1010 

jC-atXP12C99M14T7d2 

BLASTX 

g4689473 

157 

2.0e-10 

40 

68 

{AC007213) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135040 

116900_1.R1010 
jC-atXP12C99M18T7d2 

135041 

116901_1.R1010 

jC-atXP12C99M20T7d2 

BLASTX 

g2281103 

599 

4.0e-62 

111 

99 

(AC002333) Glucan endo-1, 3-beta glucosidase isolog - 
[Arabidopsis thaliana] 

135042 

116903^1. RIOIO 

jC-atXP12C99M23T7d2 

BLASTX 

g3377517 

213 

4.0e-17 

100 

41 

(AF073361) nitrate transporter NTLl [Arabidopsis thaliana] 
135043 

116921_1.R1010 
g2596947 

135044 

116933_1.R1010 

g2596583 

BLASTX 

g2911067 

400 

6.0e-39 

114 

71 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 



135045 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116942_1.R1010 

jC-atXP13C104E2T7d2 

BLASTX 

g3702314 

378 

2.0e-36 

144 

62 

(AC002535) similar to SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 
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a4468984 


BLAST score 


345 


E value 


2.0e-32 


Match length 


90 


% identity 


74 


NCBI Description 


(AL035605) putative 


Seq. No. 


135049 


Contig ID 


116960 l.RlOlO 


5 '-most EST 


jC-atXP13C104K22T7d2 


Method 


BLASTN 


NCBI GI 


g4580454 


BLAST score 


342 


E value 


O.Oe+00 


Match length 


470 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 



putative thiamin pyrophosphokinase [Arabidopsis 



[Arabidopsis thaliana] 



sequence, complete sequence 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135050 

116961__1.R1010 

jC-atXP13C104L10T7d2 

BLASTX 

g4097547 

369 

3,0e-35 

113 

38 

(U64906) ATFP3 [Arabidopsis thaliana] 
135051 

116971_1.R1010 

jC-atXP13C104N12T7d2 

BLASTX 

g2262116 

627 

2.0e-65 

124 

99 

{AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
135052 

116977_1.R1010 

jC-atXP13C104O14T7d2 

BLASTN 

g4713943 

181 

4.0e-97 

332 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence. 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135053 

116978_1.R1010 

jC-atXP13C104O15T7d2 

BLASTX 

g4586045 

55 

l.Oe-52 

169 

67 

(AC007020) putative ankyrin protein [Arabidopsis thaliana] 



135054 

116979_1, 

gl269447 

BLASTX 

g2244859 

556 

7.0e-57 

143 

80 

{Z97337) 



RIOIO 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



135055 



16030 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116980_1.R1010 

g2596676 

BLASTN 

g4662647 

203 

l.Oe-110 

416 

94 

Arabidopsis thaliana chromosome II BAC F3K12 genomic 
sequence, complete sequence 

135056 

116984_1.R1010 

jC-atXP14C104P22T7dl 

BLASTX 

g4455206 

58 

4.0e-35 

148 

53 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135057 

116988_1.R1010 

jC-atXP14C104P2T7dl 

BLASTX 

g3021506 

820 

7.0e-88 

207 

77 

(X96727) 
tabacum] 



isocitrate dehydrogenase (NAD+) [Nicotiana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135058 

116992_1.R1010 

jC-atXP14C105A3T7dl 

BLASTN 

g2245031 

477 

O.Oe+00 

517 

38 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135059 

116994__1.R1010 

g2597025 

BLASTX 

g2342687 

230 

l.Oe-32 

147 

52 

(AC000106) Similar to Beta integral membrane protein 



16031 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(gb_U43629) . EST gb_W43122 comes from this gene. 
[Arabidopsis thaliana] 



135060 

116997_1, 

g2597G35 

BLASTX 

gl495804 

429 

2.0e-42 

113 

73 

(X96406) 



RIOIO 



13-lipoxygenase [Solanum tuberosum] 



135061 

116999_1.R1010 

jC-atXP14C105C12T7dl 

BLASTX 

g4115381 

191 

8.0e-15 

45 

78 

(AC005967) putative limonene cyclase [Arabidopsis thaliana] 
135062 

117008_1,R1010 
g3450085 

135063 

117013_1.R1010 

jC-atXP14C105E9T7dl 

BLASTN 

g4159703 

289 

l.Oe-161 

417 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

135064 

117017_1.R1010 
jC-atXP14C105H16T7dl 

135065 

117027_1.R1010 
jC-atXP14C105K12T7dl 

135066 

117031_1.R1010 

jC-atXP14C105K19T7sl 

BLASTN 

g3522932 

271 

l.Oe-151 
398 



16032 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



91 

Arabidopsis thaliana chromosome II BAG F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135067 

117042_1.R1010 

g2597223 

BLASTN 

g2262135 

316 

l.Oe-178 

328 
99 

Arabidopsis thaliana BAG TlOPll from chromosome IV, near 15 
cM, complete sequence 

135068 

117048_1.R1Q10 
jC-atXP14C105N24T7dl 

135069 

117050_1.R1010 

jC-atXP14C105N3T7dl 

BLASTX 

g4835225 

493 

7.0e-50 

121 

84 

(AL049862) UTP-glucose glucosyltransf erase like protein 
[Arabidopsis thaliana] 

135070 

117051_1.R1010 

g3450100 

BLASTN 

g4835223 

441 

0,0e+00 

498 

98 

Arabidopsis thaliana DNA chromosome 3, BAG clone F18B3 
(ESSA project) 

135071 

117052_1.R1010 

jC-atXP14C105O10T7dl 

BLASTX 

g2281109 

556 

4.0e-57 

159 

69 

(AC002333) endochitinase isolog [Arabidopsis thaliana] 
135072 

117062 l.RlOlO 



16033 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP14C105P24T7dl 

BLASTX 

gl351203 

502 

l.Oe-73 

187 

80 

TUBULIN BETA CHAIN 
135073 

117064_1,R1010 

g2597241 

BLASTX 

g4455276 

321 

2.0e-30 

137 

52 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

135074 

117068_1.R1010 

g3450107 

BLASTN 

g4262221 

262 

l.Oe-145 

438 

93 

Arabidopsis thaliana chromosome II BAG F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135075 

117076_1.R1010 

jC-atXP14C106C5T7sl 

BLASTN 

g3046856 

289 

l.Oe-161 

508 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135076 

117079^1. RIOIO 

g2596732 

BLASTX 

g4646203 

256 

5. Oe-22 

143 

37 

(AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family, [Arabidopsis thaliana] 



16034 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4, BAC clone T5K18 



135077 

117081_1.R1010 

g2597490 

BLASTN 

g3080352 

313 

l.Oe-176 

465 

93 

Arabidopsis tha liana DNA chromosome 
(ESSAII project) 

135078 

117085_1.R1010 
g2597246 



135079 

117090_1.R1010 

g2596753 

BLASTX 

g3152563 

691 

4.0e-94 

213 

84 

{AC002986) Similar to myb-related transcription factors 
e.g., gb_X98308. EST gb_T22093 and gb_T22697 come from 
this gene. [Arabidopsis thaliana] 



135080 

117109__1.R1010 

jC-atXP15C108A20T7dl 

BLASTX 

g3128185 

226 

4.0e-18 

164 

41 

(AC004521) unknown protein 
135081 

117114_1.R1010 
g2597422 



[Arabidopsis thaliana] 



135082 

117129_1.R1010 

g2048194 

BLASTN 

g4220632 

249 

l.Oe-137 

460 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K6M13, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 



135083 



16035 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



117129_2,R1010 

jC-atXP80C240G12T7dl 

BLASTN 

g4220632 

471 

O.Oe+00 

637 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K6M13, complete sequence [Arabidopsis thaliana] 

135084 

117136_1.R1010 

g3450153 

BLASTN 

g2244901 

297 

l.Oe-166 

553 

97 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 

135085 

117137_1.R1010 

jC-atXP16C108KllT7dl 

BLASTX 

g3129952 

368 

6.0e-35 

125 

45 

{AJ006052) copper amine oxidase [Cicer arietinum] 
135086 

117163_1.R1010 
g634488 

135087 

117172_1.R1010 

g3450198 

BLASTX 

g3763919 

479 

4,0e-48 

96 

98 

{AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] >gi__4531436_gb__AAD22121 . 1_AC006224__3 
(AC006224) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

135088 

117174_1.R1010 
g2048240 



Seq. No, 



135089 



16036 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



117177_1.R1010 
g2393261 

135090 

117180_1.R1010 

g634615 

BLASTX 

g4406759 

395 

3.0e-38 

134 

60 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
135091 

117201_1.R1010 

g2393267 

BLASTX 

g3334162 

223 

6.0e-18 

102 
43 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi__2588993_dbj_BAA23270_ (AB001990) Dcra [Mus musculus] 
135092 

117205_1.R1010 

gl268399 

BLASTX 

g3540181 

203 

l.Oe-15 

130 
42 

{AC004122) Unknown protein [Arabidopsis thaliana] 



135093 

117215__1.R1010 

jC-atXP17C110F15T7s3 

BLASTX 

g2911073 

226 

6.0e-28 

123 
51 

(AL021960) putative protein 
135094 

117218_1.R1010 

jC-atXP17C110F21T7d3 

BLASTX 

g4567283 

486 

8.0e-49 

152 

72 



[Arabidopsis thaliana] 



16037 



NCBI Description (AC006841) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135095 

117230_1.R1010 

jC-atXP17C110G3T7d3 

BLASTX 

g2827665 

653 

2.0e-68 

183 

53 

{AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

135096 

117232_1.R1010 

jC-atXP17C110G6T7d3 

BLASTN 

g4589430 

470 

O.Oe+00 

514 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone 
MLD14, complete sequence 

135097 

117233_1.R1010 

jC-atXP17C110G6T7s3 

BLASTX 

g3046694 

346 

2.0e-32 

112 

62 

{AL022224) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

135098 

117235_1.R1010 

jC-atXP17C110G7T7s3 

BLASTX 

g2827699 

146 

4.0e-09 

46 

63 

(AL021684) predicted protein [Arabidopsis thaliana] 
135099 

117236_1.R1010 

jC-atXP17C110H10T7d3 

BLASTN 

g4159707 

212 

l.Oe-115 
368 



16038 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

135100 

117237_1.R1010 

jC-atXP17C110H10T7s3 

BLASTX 

g2244796 

466 

l.Oe-46 

130 

75 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
135101 

117240_1.R1010 

g2757502 

BLASTN 

g4406776 

295 

l.Oe-165 

398 

95 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



135102 

117241_1.R1010 

g2446103 

BLASTX 

g2129661 

349 

7.0e-33 

67 

97 

OR23 protein - Arabidopsis thaliana (fragment) 
(U37704) OR23peptide [Arabidopsis thaliana] 



>gi_1022809 



135103 

117274_1.R1010 

jC-atXP17C110L6T7d3 

BLASTN 

g4519192 

211 

l.Oe-115 

447 

98 

Arabidopsis thaliana genomic DNA, 
MBK21, complete sequence 

135104 

117283_1.R1010 

g2446044 

BLASTX 

g3426039 

153 



chromosome 3, PI clone: 



16039 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-10 

109 

37 

(AC0051681 



unknown protein [Arabidopsis thaliana] 



135105 

117286_1,R1010 

jC-atXP17C110N24T7d3 

BLASTX 

g3024893 

151 

l.Oe-09 

160 

13 

HYPOTHETICAL WD-REPEAT PROTEIN SLR0143 

>gi_1653631_dbj_BAA18543_ (D90915) beta transducin-like 
protein [Synechocystis sp.] 



Seq. No* 


loolUb 


uontig ID 




5 '-most EST 


g634772 


Method 


BLASTX 


NCBI GI 


™o n T c 1 c 

gz570olo 


BLAST score 




E value 


3 . Oe-zl 


Match length 


120 


% identity 


4 / 


NCBI Description 


(AFu2z7 40) glycolate 


Seq. No. 


loolu / 


Contig ID 


i.KlUlU 


0 — lUOSu HjOI 


atlArl /UllUJrOi ISO 


Seq. No. 


135108 


Contig ID 


117318 2.R1010 


5 '-most EST 


jC-atXP17C113F6T7s3 


Method 


BLASTN 


NCBI GI 


g2656026 


BLAST score 


244 


E value 


l.Oe-135 


Match length 


462 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 




MDF20 


Seq. No. 


135109 


Contig ID 


117328 l.RlOlO 


5 '-most EST 


g2048270 


Method 


BLASTN 


NCBI GI 


g2828186 


BLAST score 


288 


E value 


l.Oe-161 


Match length 


440 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 



chromosome 5, PI clone: 



K18I23, 



nomic DNA, chromosome 5, TAC 
complete sequence [Arabidopsis thaliana] 



clone 



16040 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135110 

117341_1.R1010 

j C-atXP18C108N14T7d2 

BLASTX 

g2130473 

153 

5.0e-10 

78 

44 

RAD8 protein - fission yeast (Schizosaccharomyces pombe) 
(fragment) >gi_1008986_emb_CAA91094_ (Z54308) DNA helicase 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135111 

117342_1.R1010 

g2048201 

BLASTX 

g3420051 

126 

2.0e-41 

92 

90 

(AC004680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135112 

117342__2.R1010 

jC-atXP18C108N16T7d2 

BLASTX 

g3420051 

367 

2.0e-38 

113 

76 

{AC004680) unknown protein 



[Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



135113 

117345_1.R1010 
jC-atXP18C108N4T7d2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135114 

117347_1.R1010 

jC-atXP18C108P20T7d2 

BLASTN 

g2696018 

243 

l.Oe-134 

459 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135115 

117353^1. RIOIO 

jC-atXP18ClllB23T7d2 

BLASTX 

g2660668 

223 



16041 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-32 

84 

85 

(AC002342) unknown protein [Arabidopsis thaliana] 
135116 

117359_1.R1010 
g2393297 

135117 

117359_2.R1010 
g634809 

135118 

117363_1.R1010 

jC-atXP18ClllE17T7d2 

BLASTX 

g3915866 

762 

5,0e-81 

190 

75 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE— TRNA LIGASE) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 



(GLNRS) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135119 

117366_1.R1010 

jC-atXP18ClllF3T7d2 

BLASTX 

g3228664 

221 

2.0e-27 

113 

58 

(AF069986) nitrilase and fragile histidine triad fusion 
protein NitFhit [Caenorhabditis elegans] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135120 

117369_1.R1010 

g2757778 

BLASTN 

g2760165 

39 

l.Oe-12 

123 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135121 

117371_1.R1010 

jC-atXP40C162L8T7046al 

BLASTN 

g4371278 

230 

l.Oe-126 



16042 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



607 
99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135122 

117371_2,R1010 

g2749233 

BLASTN 

g4371278 

189 

l.Oe-102 

352 

99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135123 

117374_1.R1010 
g635077 

135124 

117383_1.R1010 

jC-atXP18C113N14T7d2 

BLASTX 

g3746060 

298 

5.0e-27 

67 

78 

(AC005311) unknown protein [Arabidopsis thaliana] 



135125 

117390_1. 

g2597071 

BLASTX 

gl806140 

503 

l.Oe-58 

132 

82 

(X97314) 



RIOIO 



cdc2MsC [Medicago sativa] 



135126 

117393_1.R1010 

jC-atXP18C113P14T7d2 

BLASTN 

g2583106 

475 

O.Oe+00 

495 

99 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135127 

117403 l.RlOlO 



16043 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP18C115B8T7d2 
135128 

117409_1.R1010 

jC-atXP19C111014T7d2 

BLASTX 

g3033374 

1074 

l.Oe-118 

213 

100 

(AC004238) unknown protein [Arabidopsis thaliana] 



135129 

117424_1.R1010 

jC-atXP19C113C5T7096al 

BLASTN 

g4455262 

197 

l.Oe-106 

365 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F17L22 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135130 

117424_2.R1010 

jC-atXP19ClllH14T7d2 

BLASTN 

g4455262 

172 

l.Oe-91 

513 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F17L22 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135131 

117448_1.R1010 

jC-atXP19ClllN8T7d2 

BLASTX 

g2245137 

239 

2.06-94 

202 

91 

(Z97344) MYB transcription factor homolog [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135132 

117457_1,R1010 

g931295 

BLASTX 

gl32714 

524 

3.0e-53 

104 



16044 




% identity 94 

NCBI Description CHLOROPLAST 503 RIBOSOMAL PROTEIN L16 (RIBOSOMAL PROTEIN 

CS-L24) >gi_71248_pir ^R5SP16 ribosomal protein L16 - 

spinach chloroplast >gi_12311_emb_CAA31716__ {X13336) 
ribosomal protein LI 6 [Spinacia oleracea] 



O • IN • 


J, ^ ^ X -J *J 




V^WiXUXV^ J.LJ 


117462 1 RIOIO 




5 '-most EST 


g576983 




Method 


BLASTX 




KTpDT {IT 








245 




£j V CI J. LLC 


1 Op-20 




ixia ucn x^ny t.n 


O / 






78 


7 ^ ± l&L ^ ^ JL Jl J 




\Ci^fO^^} X Co J_ o L-diit^C ycilts iiwillwXwy [_r^x a.x>xvJ.^^^^o-L.l- 




X J-J ± O 1 




f^rsTvl- -i rr TVs 

uontiy ±U 


117470 1 Rinin 

X X / ^ / U X • XxX U X u 




0 — mOSc iliO L 


^oq QQ / "qn 
0 u 




Seq. No. 


135135 




Lonrxg lu 


XX / 4 / v5 X.r\XUlU 




0 -most iLbi 


gyj u X J 




Method 


"DT 7\ C rpXT 

rsijAb i IN 




NCBI GI 


g4 / o Jyoo 




biiAoi score 


OQ7 




E value 


1 , ue— X bU 




Ma t cn lengtn 






% identity 






inudx jjescnpcion 


r\XdJjX(aOpibXo UilclXXcilla. CIlx UltHJoUltLc X Driv^ r X JVJXX 


y <s 1 1 wiiix. 




sequence/ couipxeue sequeiice 




Seq. No. 


135136 




uonng xu 


ii7>!7yi 1 Dinin 

XX/ 4/4 X.KXUXU 




O —most iitbi 


aLArXL^O^UZi /sz 




Method 


"DT Zi QTM 
DXiflO 1 JN 




NCBI GI 


g4 /ooyt)o 




rJitAoi score 


O R Q 

zoy 




E value 


1 . Ue-144 




Match length 


/I 1 n 

4iy 




% identity 


yj 




NCBI Descrxptxon 


/\raoxa.opsxs unaxxana cnxoiuosoiue x rxowxx 


y ^C^IiWlLLX o 




sequence/ complete sequence 




Seq. No. 


135137 




Contig ID 


117478 l.RlOlO 




5 '-most EST 


g2393493 




Method 


BLASTN 




NCBI GI 


g4589412 




BLAST score 


143 




E value 


2.0e-74 




Match length 


285 




% identity 


97 




NCBI Description 


Arabidopsis tha liana genomic DNA, chromosome 


5, Pi clon 




F6N7/ complete sequence 





16045 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



135138 

117488_1.R1010 
g931326 

135139 

117498_1.R1010 

g931334 

BLASTX 

gl931641 

147 

3.0e-09 

98 

72 

{U95973) unknown protein [Arabidopsis thaliana] 
135140 

117499_1.R1010 
g2393496 

135141 

117502_1,R1010 

jC-atXPlC64C8T7dl 

BLASTN 

g3241916 

347 

O.Oe+00 

502 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K15N18, complete sequence [Arabidopsis thaliana] 

135142 

117516_1.R1010 
jC-atXPlC65F10T7dl 

135143 

117517_1.R1010 
jC-atXPlC64FlT7s2 

135144 

117518_1-R1010 

jC-atXPlC64F9T7dl 

BLASTX 

g3056583 

161 

3.0e-12 

86 

51 

(AC004255) T1F9.4 [Arabidopsis thaliana] 
135145 

117533_1.R1010 
g2722976 

135146 

117538_1.R1010 
jC-atXPlC66E6T7dl 



16046 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2833499 

63 

2.0e-15 

109 

45 

HYPOTHETICAL PROTEIN MJ0326 >gi_2128002_pir F64340 

hypothetical protein homolog MJ0326 - Methanococcus 
jannaschii >gi_1591045 (U67487) conserved hypothetical 
protein [Methanococcus jannaschii] 

135147 

117543_1.R1010 

jC-atXPlC66F2T7s2 

BLASTN 

g4531433 

294 

l.Oe-164 

492 

92 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135148 

117552_1.R1010 

jC-atXPlC67A8T7dl 

BLASTX 

g2842484 

358 

2.0e-37 

135 

51 

(AL02174 9) tyrosine transaminase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135149 

117559_1.R1010 

jC-atXPlC67F2T7dl 

BLASTN 

g3075383 

392 

O.Oe+00 

456 

98 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135150 

117572_1.R1010 

g906622 

BLASTX 

g585165 

722 

l.Oe-76 

163 

85 

GLUCOS E-6-PH0S PHATE 



1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 



16047 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1. 1*49) - potato 
>gi_471345_emb_CAA52442_ {X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 

135151 

117572_2.R1010 

jC-atXPlC70E9T7s2 

BLASTX 

g3023815 

170 

3.0e-12 

35 

83 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_1362053_pir S57785 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - alfalfa >gi_603219 (U18238) 
glucose-6-phosphate dehydrogenase [Medicago sativa subsp. 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135152 

117580_1.R1010 
jC-atXPlC70G8T7dl 

135153 

117581_1.R1010 
jC-atXPlC70G8T7s2 

135154 

117594_1.R1010 

g949384 

BLASTX 

g3426037 

360 

4.0e-34 

143 

43 

(AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135155 

117595_1.R1010 

g2748322 

BLASTN 

g3426033 

464 

0. Oe+00 

500 

98 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135156 

117595_2.R1010 
g2749544 
BLASTX 
g3426037 



16048 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



592 

6.0e-71 

134 

62 

(AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135157 

117600_1.R1010 
g2733553 

135158 

117601_1.R1010 
g2393515 

135159 

117610_1.R1010 

jC-atXPlC72D2T7dl 

BLASTX 

g3128201 

471 

3.0e-47 

115 

76 

{AC004521) unknown protein [Arabidopsis thaliana] 
135160 

117621_1.R1010 

g2733572 

BLASTN 

g4159703 

74 

3.0e-33 

378 
45 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

135161 

117628_1.R1010 

jC-atXP20C113D19T7d2 

BLASTX 

g3176675 

566 

4.0e-58 

175 

65 

(AC003671) F1707.4 [Arabidopsis thaliana] 
135162 

117630_1.R1010 

jC-atXP34C150N13T7dl 

BLASTN 

g3449330 

880 

O.Oe+00 
1307 



16049 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDJ14, complete sequence [Arabidopsis thaliana] 

135163 

117632__1.R1010 

jC-atXP20C113G16T7d2 

BLASTN 

g2749918 

178 

2.0e-95 

375 

99 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135164 

117635_1.R1010 

jC-atXP20C113C18T7009al 

BLASTN 

g2462264 

43 

l.Oe-14 

51 

96 

Cuciomis sativus mRNA for patatin-like protein, partial 
135165 

117635_2.R1010 
g2048264 



135166 

117642_1.R1010 

j C-atXP2 OCl 14A24T7004al 

BLASTN 

g3063690 

285 

l.Oe-159 

611 

99 

Arabidopsis thaliana DNA 
(ESSAII project) 



chromosome 4, BAC clone F4D11 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135167 

117646_1.R1010 
g2757829 

135168 

117658_1.R1010 
g2597580 



135169 

117665_1. 

g2581686 

BLASTN 

g3985949 

495 



RIOIO 



16050 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+OO 

889 

98 

Arabidopsis thaliana genomic DNA^ chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 

135170 

117674_1.R1010 

jC-atXP20C115H3T7d2 

BLASTX 

g4006872 

149 

2.0e-09 

84 

50 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135171 

117675_1.R1010 

g2597671 

BLASTX 

g4204315 

237 

l,0e-52 

174 

62 

(AC003027) Unknown protein [Arabidopsis thaliana] 
135172 

117676_1.R1010 

g2597672 

BLASTN 

g4757678 

291 

l.Oe-163 

345 

98 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

135173 

117679_1.R1010 

jC-atXP20C116A10T7d2 

BLASTN 

g4467131 

338 

0. Oe+00 

387 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 



Seq. No. 
Contig ID 
5 '-most EST 



135174 

117683_1.R1010 
g2759073 



16051 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135175 

117686_1.R1010 
g2757923 

135176 

117687_1.R1010 
g2576763 

135177 

117693_1.R1010 

g2048306 

BLASTX 

g4507703 

146 

5.0e-09 

62 

45 

tumor suppressing subtransferable candidate 1 
>gi_2655037__gb_AAC51911_ (AF019952) tumor suppressing STF 
cDNA 1 [Homo sapiens] 



135178 

117694^1. RIOIO 

jC-atXP21C114I24T7d2 

BLASTN 

g3249094 

294 

l.Oe-164 

468 

94 

Arabidopsis thaliana chromosome 1 BAC T12M4 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135179 

117695_1.R1010 

g2048307 

BLASTN 

g3249094 

351 

O.Oe+00 

402 

98 

Arabidopsis thaliana chromosome 1 BAC T12M4 
complete sequence [Arabidopsis thaliana] 



sequence, 



135180 

117697_1.R1010 

jC-atXP21C114I3T7d2 

BLASTX 

g2459410 

358 

8.0e-34 

115 

50 

(AC002332) putative thioredoxin [Arabidopsis thaliana] 



Seq. No. 



135181 



16052 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



I 

117715_1.R1010 

jC-atXP21C114KllT7d2 

BLASTN 

g4220631 

349 

O.Oe+00 

384 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K5J14, complete sequence [Arabidopsis thaliana] 



TAG clone 



135182 

117716_1.R1010 

g3449413 

BLASTN 

g4220631 

237 

l.Oe-130 

385 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K5J14, complete sequence [Arabidopsis thaliana] 



clone 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135183 

117724_1.R1010 

g3450311 

BLASTN 

g4415905 

42 

2.0e-14 
17 9 
86 

Arabidopsis thaliana chromosome II BAG F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135184 

117726_1.R1010 

g3450323 

BLASTX 

g4467147 

59 

l.Oe-08 

43 

81 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135185 

117736_1.R1010 

g3450327 

BLASTN 

g4544381 

298 

l.Oe-167 

323 

98 

Arabidopsis thaliana chromosome II BAG F16F14 genomic 
sequence, complete sequence 



16053 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135186 

117739_1.R1010 

jC-atXP21C115L21T7d2 

BLASTX 

g3377800 

47 

l.Oe-34 

109 

73 

(AF075597) similar to glycosyl hydrolases family 9 
{PFam:glycosyl_hydro5.hmm, score: 100.70) [Arabidopsis 
thaliana] 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135187 

117744_1.R1010 

g2757955 

BLASTN 

g4415928 

202 

l.Oe-110 

266 
96 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135188 

117791_1.R1010 

g2597643 

BLASTX 

g4758340 

330 

2.0e-36 

143 

57 

phenylalanine-tRNA synthetase- like >gi_2102679 (U07424) 
putative tRNA synthetase-like protein [Homo sapiens] 
>gi_4104935_gb_AAD02221_ {AF042347) putative 
phenylalanyl-tRNA synthetase alpha-subunit ; PheHA [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135189 

117793_1.R1010 

jC-atXP21C116H15T7d2 

BLASTX 

g4741188 

157 

2.0e-10 

43 

67 

{AL049746) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



135190 

117795_1.R1010 
g933370 



S^q. No. 



135191 



16054 



Contia ID 


117796 l.RlOlO 


5 '-most EST 


jC-atXP22C114M6T7018al 


Method 


BLASTX 


NCBI GI 


gl653333 


BLAST score 


294 


F. 1 UP 

LJ V CI -1- UiV-* 


4 .Oe-26 




92 


% identity 


60 


NCBI Description 


(D90912) ferredoxin [Synechocystis sp.] 


Sea. No. 


135192 


Contia ID 


117796 2.R1010 


S'-Tno*^-!- EST 


g933372^ 


Seer No - 


135193 


fontia ID 


117801 l.RlOlO 


5 '-most EST 


g2597492 


Method 


BLASTX 


NCBI GI 


g3540219 


BLAST score 


155 


E value 


4.0e-10 


Match length 


104 


% identity 


37 




(D87686) KIAA0017 protein [Homo sapiens] 


O • IN • 


135194 




1 1 7?in4 1 R1 01 0 

XX/(J\Jrx X* V X. \J 


5 ' -most EST 


g2597497 






KfPRT GT 
LN o o X ox 


a3335349 


DXiriO 1 oOUXv:; 


1 U U 


TT Tra T no 
£j V d. X Lie? 


1 . Oe-46 


Match length 


166 


% identity 


71 


NPRT np^jpTi nt "1 nn 


(AC004512) Similar to gb U46691 putative chromatin 




structure regulator (SUPT6H) from Homo sapiens. EST 




gb T42908, gb AA586170 and gb AA395125 come from thi 




[Arabidopsis thaliana] 


o o v4 • 1^ ^ • 


135195 


Pnrrf" i rr TD 


117808 l.RlOlO 


5 ' -most EST 


g2597507 


Method 


BLASTN 


NCBI GI 


g2244950 


BLAST score 


151 


E value 


3.0e-79 


i'idL.oii xciiy I— ii 


483 


^ XvacilUXcy 




Mr*RT Dpsr'Ti "nl" "i on 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




■Ft"^^ mmo'n'h Wo 

X X CL^llLOXi. L. 


O ^ ^ * IN • 


X ^ >^ X ^ u 


Contig ID 


117811 l.RlOlO 


5 '-most EST 


g2597723 


Method 


BLASTN 


NCBI GI 


g3510336 


BLAST score 


183 



16055 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 "-most EST 
Method 



2.0e-98 

436 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18J17, complete sequence [Arabidopsis thaliana] 



135197 

117814_1.R1010 

g2597648 

BLASTX 

g2244779 

308 

3.0e-28 

111 
65 

(Z97335) hypothetical protein 



[Arabidopsis thaliana] 



135198 

117821_1.R1010 

g2597738 

BLASTX 

g2443887 

128 

2.0e-09 

102 

45 

{AC002294) Similar to transcription factor 
gb_Z46606__1658307 and others [Arabidopsis thaliana] 

135199 

117828_1.R1010 

g2758054 

BLASTN 

g4756963 

122 

4,0e-62 

296 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

135200 

117831_1.R1010 
g2759090 

135201 

117832_1.R1010 
jC-atXP22C119C5T7046al 

135202 

117836_1.R1010 
jC-atXP22C119D12T7d2 

135203 

117837_1.R1010 

g933507 

BLASTN 

16056 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244950 
269 

l.Oe-149 

403 

92 

Arabidopsis thaliana DNA chromosome 4^ ESSA I contig 
fragment No 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135204 

117838_1.R1010 

g2597779 

BLASTN 

g4165340 

292 

l.Oe-163 

353 

96 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



Seq. No. 


135205 


Contig ID 


117840_1.R1010 


0 — mos u Hjo i 


gzo ^ / o 


Seq. No. 


-1 O c O A 

loozUb 


Lontig iJj 


J.X/0 3O X.KiUlU 


o —most Jiioi 




Method 


"DT 7\ CTiV 


NCBI GI 


gbzyooy 


"DT TiQT' G/^/^r*o 
DXjriO i bCOXt? 


Id? 

X 1 i 


E value 


6.0e-17 


Match length 


102 


% identity 


45 


NCBI Description 


hypothetical protein - tomato 


Seq. No. 


135207 


Contig ID 


117856 l.RlOlO 


5 '-most EST 


jC-atXP22C114P21T7083al 


Method 


BLASTN 


NCBI GI 


g4388714 


BLAST score 


381 


E value 


O.Oe+00 


Match length 


541 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosoi 




sequence, complete sequence \i 


Seq. No. 


135208 


Contig ID 


117863 l.RlOlO 


5 "-most EST 


jC-atXP23C120K21T7d2 


Method 


BLASTN 


NCBI GI 


g4753195 


BLAST score 


380 


E value 


O.Oe+00 


Match length 


452 



% identity 

NCBI Description 



96 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 



16057 



cM, complete sequence 



Cprr No 


135209 




117865 1 RIOIO 








LJ J_Lrt,i3 J. 




a2661422 


BLAST score 


432 


E value 


l.Oe-42 




^ *j 




^ X 




Pntativp 55— Dha<5e-sDecif ic ribosomal orotein 




ra-rshti iinr>c! 1 ^ -hhal-iansl >ai '^0969'^6 emb CAA.18846.1 




^2iTn9'^nQ4^ Pi tI- ;=t +• 1 ^— Tth;^ <?p — csr^pp "i "Fi P Tl lDn*=^nTTlr5 1 "DTOtein 

- itJ ~ ^4 J IT U. L.C1 L. X V C O pilOOC iD^s?0-LJ — Lv^ JL O WILLCS. .i. ^J-W^^-i-ii 




r Z\ yaV^T Home? no 'hhal'i^^nsl 

|^2^_L ClJ>_/ -L UWpO -L O L.iiCl X J-CLllCl J 


O C • U ■ 


135210 


Pnn1" "i rf T D 
V-* 1 i L. -1- y J- u 


117869 1 RlOlO 




a27587^5 


Method 


BLASTX 


NCBI GI 


g2961373 


JjljriO i o\_*Uic 


O O X 


E vslue 


o • vj c ox 




X U 


% identity 






f AT. 0991 41 ^ -m Th i" 1 TTfa H i <^ a <^ TP*^ "i <^t3npp Drotein FAirabidoDS 




tnaxxana j 


oeq . iMO ■ 


1 '^'=»91 1 

XO^^ X X 


wOnuly xu 


1 1 19.11 1 R1 01 n 

XX/O// X» IxX U X u 


5 '-most EST 


g2048555 


Method 


BLASTX 


iNUJoX oX 


y D ^ / 


DXirio J. bCOxtr 


171 
X / X 


111 Va.XUc 


0 • ut? x^ 


Match length 


0 0 




57 


iNLrJjX ijescxTxp Lxon 


\riXiU OVJ / 0 / pLtLciUXVt; pxvjucxii Lrtx cLJkjx»^*jpo X 0 u11c3.xxca.iica. j 


O C • In %_/ • 


135212 


Poni" 1 rt Tn 

OVjIlUXy J-Lf 


1 1 7ft7fi 1 R1 01 0 

XX/Q/Q X. JTVX L/ X VJ 


*j luvjo u ill ox 


rr904ft sTTR 


Method 


BLASTN 


NCBI GI 


g3869069 


TIT HQT" ori/^vQ 
OXirlo 1 bOUXc 


zoo 


III VclXUc 


1 Ofi-1 fil 
X • X U X 


Match length 


403 


% identity 


94 


LNLfDX uescj. xp Lxorx 


Zir-aHn H/^nc; nc ■f-"hal"ian?» rr<=innTn i n HMA r*Y[ v C\T(\Ci'^arc\^ . Pi f^lone ! 
^iX a.JiJXU.\jpo Xo UilclXXctiici yciivJiUXL^ uv\jc\f l^iix wiu^jowillc xx v.^_Lwiic; • 




MEB5/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


135213 


Contig ID 


117884 l.RlOlO 


5 '-most EST 


g2758771 


Seq, No. 


135214 


Contig ID 


117886_1.R1010 



16058 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2758773 
BLASTX 
g3241944 
307 

5.0e-28 

111 

59 

(AC004625) DNA- (apurinic or apyrimidinic site) lyase, ARP 
[Arabidopsis thaliana] 

135215 

117890_1.R1010 

g2758778 

BLASTX 

g4678322 

395 

2.0e-38 

154 

76 

(AL049658) putative protein [Arabidopsis thaliana] 
135216 

117900_1.R1010 

g2758382 

BLASTN 

gl871173 

149 

5.0e-78 

456 

91 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

135217 

117902_1.R1010 

g2758793 

BLASTX 

g3193298 

792 

l.Oe-84 

150 

100 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 
135218 

117905_1.R1010 

g2576784 

BLASTN 

g4235150 

115 

8.0e-58 

446 

98 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 



Seq. No, 



135219 



16059 



uonuig JLU 


111 QHR 1 R1 ni n 


O ilLUoL IliO i 


rrOlRff 7"9Q 


M6thod 


oXirao i IN 






BLAST score 


763 


E value 


O.Oe+00 




W J 




Q7 




a-rahi Hnnc; 1 thalisna DNA phromosome 4, BAC clone F4I10 




^ ill OOr\XX pj_^JCOL-/ 






L/OnL.ig XJJ 


XX/_7XX X.IaXUXU 




aP7S84T2 




XjXltIO 1 A. 


NCBI GI 


g7758 


BLAST score 


131 


TP TT ^ T 1 T 




riaucn xeiicjtii 


xuo 


•5 iaeni.iT,y 


D 


NCBI Description 


^AOO J / 4 J cm L OoUpilXXo, XUcXaXiUy CIO L-tJ-L j 


Seq. No. 


X JO^iiC X 


uonnxg iJJ 


xx/yu X.rs.XUXU 


0 lUOSu HjO i 


y J o 0 X v!) o 


Method 


DXiriO i A 


NCBI GI 


g3377509 


BLAST score 


685 


E value 


no-79 


Match length 


Xbx 


% identity 


o o 


NCBI Description 


^rirUODU^ / ) aUXXIl CXdilopUXL ^X(JLfc;-Lil IMLiHX LWJ-yi.a. oa.u-i-va,j 


beg. NO. 


XoOZZZ 


conuig lu 


117 Q1R 1 Rimn 

XX/yXO X.JC\XUXU 


O luOST, Ijoi 


rrR79R'^^ 
y t £.00-^ 


iyieT-iioci 


JDJ-LTlO J. IN 




-,070 CQ(rp 

go / ooy DO 


BLAST score 


278 


E value 


l.Oe-155 


Match length 


"^7 


^ iaenL.iL.y 


Q7 


iNL/jDi uescripuiou 


Zi -ra K -i H/^-n Q -1 CI -t-ha 1 i ^n^^ r-h minn <^mTifi TT RAP F2T9 Cfenomic 






beq. NO. 


X JDZ-iO 


c^ontig ID 


iiTQiQ 1 "Dimn 

XX/yXtt X.KXUXU 




y i7ft 0 uo^ 


Method 


tJXiAbi A 




rr'^nPI 9fi'S 


BLAST score 


294 


E value 


6.0e-42 


Match length 


153 


% identity 


66 


NCBI Description 


{AL022347) protein kinase - like protein [Arabidopsis 



thaliana] >gi_3292839_einb_CAA19829_ (AL031018) protein 
kinase - like protein [Arabidopsis thaliana] 



16060 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135224 

117920_1.R1010 

g2758482 

BLASTX 

g4585873 

377 

5. Oe-50 

129 

87 

(AC005850) Putative protein kinase [Arabidopsis thaliana] 
135225 

117923_1.R1010 

g3449476 

BLASTN 

g3449312 

179 

5.0e-96 

318 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135226 

117929_1.R1010 

g2048580 

BLASTN 

g2351068 

429 

O.Oe+00 

512 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135227 

117936_1.R1010 

g2758505 

BLASTN 

g4580522 

422 

O.Oe+00 

504 

96 

Arabidopsis thaliana scarecrow-lilce 8 {SCL8) mRNA, partial 
cds 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135228 

117938_1.R1010 

g2048512 

BLASTX 

g3241944 

142 

l.Oe-49 

118 

82 



16061 



NCBI Description 



(AC004625) DNA- (apurinic or apyrimidinic site) lyase, ARP 
[Arabidopsis thaliana] 



beq. NO. 




Contig ID 


ll/y44 l.KJ-UlU 


5 '-most EST 


jC-atXP23C122F9T7s2 


Method 


BLASTN 


NCBI GI 


_,o o /I c: 1 o c 


BLAST score 


olo 


E value 


l.Oe-176 


Match length 


394 


% identity 




NCBI Description 


Arabidopsis thaliana DNA chromosome A, ESSA I coi 




fragment No 


beg. NO- 


lOOZoU 


Contig ID 


11 / y4b 1 . RlUlU 


D -most EST 


gz /oobzU 


Seq. No. 


1352 Jl 


Contig ID 


11 / ybo 1 . KlUlU 


5 '-most EST 


jC-atXP23C122H7T7s2 


Method 


BLASTN 


NCBI GI 


g2351069 


BLAST score 


CIO 

513 


E value - 


O.Oe+00 


Match length 


517 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MSH12, complete sequence [Arabidopsis thaliana] 


Seq. No. 


135232 


Contig ID 


117967 l.RlOlO 


5 ' -most EST 


g2758977 


beq. NO. 


1 JOZOO 


Contig ID 


117978 l.RlOlO 


5 '-most EST 


g2758559 


Metnoa 


nliAb i A 


NCBI GI 


g3b4Ulol 


BLAST score 


189 


E value 


4.0e-14 


Match length 


loo 


% identity 


3z 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana 


Seq. No. 


135234 


Contig ID 


117982 l.RlOlO 


5 '-most EST 


g2758982 


Seq. No. 


135235 


Contig ID 


117984 l.RlOlO 


5 '-most EST 


g576979 


Method 


BLASTN 


NCBI GI 


g2264310 


BLAST score 


522 


E value 


O.Oe+00 



PI clone: 



16062 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



522 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKPll, complete sequence [Arabidopsis thaliana] 

135236 

117985_1.R1010 
g2048583 

135237 

117991_1.R1010 

g2758566 

BLASTX 

g2244772 

315 

l.Oe-79 

196 

75 

{Z97335) transport protein [Arabidopsis thaliana] 
135238 

117995__1.R1010 

jC-atXP24C122J8T7sl 

BLASTX 

g2739373 

148 

2,0e-12 

175 

31 

{AC002505) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

135239 

118002_1.R1010 

jC-atXP25C122N16T7dl 

BLASTX 

g4263522 

375 

9.0e-36 

145 

48 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
135240 

118012_1.R1010 

jC-atXP25C123017T7dl 

BLASTN 

g3738275 

403 

O.Oe+00 

466 

97 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135241 

118013 l.RlOlO 



16063 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2759108 
BLASTN 
g2264311 
469 

O.Oe+00 

512 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135242 

118016_1.R1010 

g2759536 

BLASTX 

g2827715 

459 

2.0e-45 

213 

48 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135243 

118032__1.R1010 

g507088 

BLASTX 

g3912917 

561 

l.Oe-57 

169 

73 

{AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135244 

118038_1.R1010 

g2759224 

BLASTN 

g2832667 

17 9 

6,0e-96 

378 

54 

Arabidopsis thaliana 
{ESSAII project) 



DNA chromosome 4, BAC clone T10I14 



Seq. No. 
Contig ID 
5 "-most EST 



135245 

118039_1.R1010 
jC-atXP25C125E3T7dl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135246 

118046_1.R1010 

jC-atXP69C217GlT7065dl 

BLASTX 

g4039155 

293 

2.0e-29 



16064 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 
47 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 

135247 

118048_1.R1010 

jC-atXP25C125I16T7dl 

BLASTX 

g2760839 

390 

2.0e-37 

108 

69 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
135248 

118057_1.R1010 

jC-atXP32C147H21T7d2 

BLASTX 

g3695379 

1265 

l.Oe-140 

307 

66 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 {GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

135249 

118058_1.R1010 
jC-atXP25C125NllT7dl 

135250 

118059_1.R1010 

jC-atXP25C125N5T7dl 

BLASTX 

g2492813 

275 

4.0e-24 

145 

39 

FRUCTOSE-BISPHOSPHATE ALDOLASE >gi_2313265_gb_AAD0724 6 . 1_ 
{AE000538) fructose-bisphosphate aldolase (tsr) 
[Helicobacter pylori 26695] 

135251 

118061_1.R1010 

jC-atXP25C12504T7dl 

BLASTX 

g3047116 

1082 

l.Oe-142 

288 

94 

(AF058919) No definition line found [Arabidopsis thaliana] 



16065 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135252 

118072_1.R1010 
g2759695 

135253 

118089_1.R1010 

jC-atXP26C128LlT7dl 

BLASTN 

g3241925 

364 

O.Oe+00 

412 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K9, complete sequence [Arabidopsis thaliana] 

135254 

118105_1.R1010 

jC-atXP27C128019T7d2 

BLASTX 

g4371280 

367 

8.0e-35 

83 

87 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
135255 

118121_1.R1010 
jC-atXP27C132A15T7s2 

135256 

118123_1.R1010 

jC-atXP27C129023T7d2 

BLASTX 

g3461838 

408 

9.0e-40 
82 
96 

(AC005315) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135257 

118150_1.R1010 

jC-atXP27C131E22T7d2 

BLASTX 

g2244888 

388 

3.0e-37 

166 

48 

(297338) similarity to cytochrome P450 [Arabidopsis 
thaliana] 



Seq. No. 



135258 



16066 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118159_1.R1010 

g2762500 

BLASTN 

g3242700 

543 

O.Oe+00 

685 

94 

Arabidopsis thaliana chromosome II BAG F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135259^ 

118163_1.R1010 

g2762215 

BLASTX 

g4322940 

164 

4.0e-ll 

90 
26 

(AF096299) DNA-binding protein 2 [Nicotiana tabacum] 



135260 

118167_1.R1010 

g2762474 

BLASTN 

g4159705 

113 

l.Oe-56 

328 

100 

Arabidopsis thaliana genomic DNA, 
MGD8, complete sequence 



chromosome 3, PI clone 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



135261 

118175_1.R1010 
jC-atXP27C131M21T7s2 

135262 

118196_1.R1010 
jC-atXP27C132E19T7s2 

135263 

118201_1.R1010 

g933999 

BLASTX 

g4220477 

113 

l.Oe-16 

72 

47 

(AC006069) unknown protein [Arabidopsis thaliana] 
135264 

118254_1.R1010 

jC-atXP28C134M20T7dl 

BLASTX 



16067 



NCBI GI 


g2809262 


BLAST score 


539 


Hi V CL-L Lit; 


3 Oe-55 




J. ^ V 


% identity 


87 


NCBI Description 


(AC002560) F21B7.31 [Arabidopsis thaliana] 


O C \^ • LN (J • 


1 35?6S 

A. -J ^ £m \J ^ 


Contig ID 


118257 l.RlOlO 


5 '-most EST 


g2763239 


O t! • LN U • 


135266 




1 1 ftc?sft 1 R1 01 n 






CI art M/^ 
O e q . IN O . 


XOOZ \j f 




1 1 ft9f;i 1 ni n 

xxozox x»r\±\jxu 




1 \^ d Z\- IT "J '1 J_ ( W J / X 1 \J -J d. -L 






LN O O ± O i 




BLAST score 


368 


E value 


O.Oe+00 




653 




95 




AT'ahi Hnnc; "i «^ thalian;^ DNA rhroTnosoine 4, BAC clone T9A14 






oe<5- NO. 


XOOZ DO 


L-ontiig lu 


XXoZ/O X.KXUXU 


0 mosn Jtijox 


y ^ U T / / O 0 


LYie L.I10CI 


oXiriO JL W 




y o Uri o u 


BLAST score 


205 


E value 


l.Oe-111 




^ o o 






NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 




(ESSAII project) 


oeq, LNU* 




v^onT-iy xu 


XXOZoX X.IaXUXU 


C n «.Tn/-\o-l- TCP 

D "inosu Jioi 


y 4 / o j4 2? 


oecj. iNo * 


1 '^R970 
X jOZ / u 




11fi9fi9 1 Rioin 




rr?7 6939^8 
y^ / u^^^u 








rr4 ^^71 ft 
y^too / xoo 


BLAST score 


128 


E value 


l.Oe-65 


Match length. 




% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T28I24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


135271 


Contig ID 


118284_1.R1010 



16068 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2762684 
BLASTN 
g3367500 
97 

4.0e-47 

297 
83 

REVERSE-COMPLEMENT OF: F23J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135272 

118312_1.R1010 

g2062776 

BLASTN 

g4056429 

529 

O.Oe+00 

577 

99 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 

135273 

118314_1.R1010 

g2062799 

BLASTX 

g2262165 

84 

3.0e-31 

81 

93 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

135274 

118315_1.R1010 

g2445895 

BLASTN 

g3128166 

346 

O.Oe+00 

358 

99 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



135275 

118324_1.R1010 
jC-atXP2C74B2T7dl 



Seq. No. 
Contig ID 
5 "-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135276 

118325_1, 

g2756992 

BLASTX 

g3894385 

145 

6.0e-09 



RIOIO 



16069 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
4 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 
135277 

118330_1.R1010 
jC-atXP2C75F5T7dl 

135278 

118331_1.R1010 

jC-atXP2C75H9T7dl 

BLASTX 

g4581143 

243 

2.0e-20 

154 

35 

{AC006919) hypothetical protein [Arabidopsis thaliana] 
135279 

118334_1.R1010 
g933548 

135280 

118343__1.R1010 

jC-atXP2C78C9T7dl 

BLASTN 

g4753195 

49 

2.0e-18 

96 

95 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

135281 

118347_1.R1010 

g2047524 

BLASTN 

g2351070 

78 

l.Oe-35 

147 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 

135282 

118353_1.R1010 

g501852 

BLASTX 

g4185141 

552 

7.0e-57 

127 

87 

{AC005724) putative calmodulin-binding protein [Arabidopsis 



16070 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
135283 

118354__1.R1010 
jC-atXP2C79A3T7dl 

135284 

118357_1,R1010 

jC-atXP30C140L5T7d2 

BLASTX 

g4666287 

333 

4.0e-31 

105 

59 

{D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135285 

118372_1.R1010 
jC-atXP30C141I15T7d2 

135286 

118374_1.R1010 
jC-atXP30C141NllT7d2 

135287 ' 

118378_1.R1010 

g2062849 

135288 

118378_2.R1010 

jC-atXP30C142C14T7d2 

BLASTX 

g2392763 

214 

4.0e-17 

108 
45 

{AC002534) hypothetical protein [Arabidopsis thaliana] 
135289 

118394_1.R1010 

g3449711 

BLASTX 

g4455295 

256 

6.0e-22 

118 

47 

(AL035528) isoflavone reductase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



135290 

118394_2.R1010 

jC-atXP30C143N21T7d2 

BLASTX 



16071 









337 




o • o o 


Match length 


197 




o u 


NCBI Description 


(AL035528 
thaliana] 



isoflavone reductase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135291 

118396_1.R1010 

jC-atXP30C142H16T7d2 

BLASTN 

g4757401 

610 

O.Oe+00 

657 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



135292 

118408_1.R1010 
jC-atXP30C142K24T7d2 



Seq. No. 
Contig ID 
5 '-most EST 



135293 

118414_1.R1010 
g3449702 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIOIO 



135294 
118418_1. 
g934789 
BLASTX 
gl531758 
410 

4.0e-40 
95 
80 

(X98772) 

unknown protein [Arabidopsis thaliana] 



AUXl [Arabidopsis thaliana] >gi_3335360 (ACG03028) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 "-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135295 

118422__2.R1010 
g2393547 

135296 

118423_1.R1010 
g2393319 

135297 

118428__1.R1010 

g2763089 

BLASTX 

g2465923 

228 

8.0e-19 

73 

64 



16072 



NCBI Description 



(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 


1 Q R O QO 


Contig ID 


118444 l.RlOlO 


5 '-most EST 


jC-atXP30C143N4T7s2 


ixietnoa 




NCBI GI 


_o A Q Q c; T C 

gzuyoo / 0 


BLAST score 




E value 


i . ue-zo 


Match length 


Q1 

y 1 


% Identity 




NCBI Description 


^ Txrri no 1 1 c; N trot;/!!:;! o 


OeCJ • LNO . 






118445 1 RIOIO 


5 '-most EST 


jC-atXP30C143N6T7d2 


Method 


BLASTN 


NCBI GI 


g3176693 


BLAST score 


331 


E value 


O.Oe+00 


Match length 


375 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



[Homo sapiens] 



sequence, 



romosome I BAC T27I1 genomic 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135300 

118465_1.R1010 
g2062885 

135301 

118469^1, RlOlO 

jC-atXP44C170KlT7093al 

BLASTX 

g3941458 

779 

4.0e-83 

157 

96 

(AF062883) putative transcription factor [Arabidopsis 
thaliana] 

135302 

118482_1.R1010 
jC-atXP31C145E2T7dl 

135303 

118493_1,R1010 

jC-atXP31C146H5T7d2 

BLASTX 

g2388956 

207 

4.0e-16 

76 

57 

(Z98979) ribulose-phosphate 3-epimerase 
[Schizosaccharomyces pombe] 



16073 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135304 

118495_1.R1010 

g2062915 

BLASTN 

g4585896 

449 

O.Oe+00 

712 

98 

Arabidopsis thaliana chromosome II BAC F13I13 genomic 
sequence, complete sequence 



135305 

118503_1.R1010 

g2062921 

BLASTN 

g4713943 

588 

O.Oe+00 

636 

98 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence. 



135306 

118511__1.R1010 

g2062937 

BLASTN 

g2582640 

36 

2.0e-10 

40 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

135307 

118513_1.R1010 

jC-atXP32C146P15T7sl 

BLASTN 

gl072328 

49 

2.0e-18 

183 

81 

B.campestris (ACP-SFl) gene for acyl carrier protein 
135308 

118516_1.R1010 

jC-atXP32C146P6T7sl 

BLASTX 

g3445207 

116 

6.0e-53 

110 

81 



16074 



NCBI Description 



(AC004786) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135309 

118517_1.R1010 
jC-atXP32C147D16T7sl 

135310 

118519_1.R1010 

gll09722 

BLASTN 

gl946354 

339 

O.Oe+00 

354 

99 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

135311 

118522_1.R1010 
g2062934 

135312 

118529_1.R1010 
g3449758 

135313 

118532_1.R1010 

g2062935 

BLASTX 

g3337348 

205 

6.0e-16 

62 

69 

(AC004481) unknown protein, 5' partial [Arabidopsis 
thaliana] 

135314 

118533_1.R1010 

g453715 

BLASTX 

g3367522 

414 

2.0e-40 

109 

66 

(AC004392) EST gb_T04 691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135315 

118548_1,R1010 

g935320 

BLASTX 

g2462756 

145 

l.Oe-30 



16075 



Match length 

% identity 

NCBI Description 



119 
62 

{AC002292) putative receptor kinase [Arabidopsis thaliana] 



Seq, No. 


1 c: o 1 ^: 




Contig ID 


1 1 Q cicin 1 131 m n 

llOODU ±.I\J>UJ-U 




5 '-most EST 


gz / Doool 




Seq. No. 


loDol f 




Contig ID 






D ItlOSu HjoI 






beq. NO. 






Contig ID 


118553 l.RlOlO 




5 '-most EST 


g2062953 




Method 












Djj/ib i score 


OOtO 




E value 


1 . ue-ioJ 




Matcn lengtn 


Ann 




% identity 






NCBI Description 


Arabidopsis thaliana chromosome 


TT Rap 




sequence compxeTie bequtJiioci 




Seq. No. 


135319 




Contig ID 


118553 2.R1010 




5 '-most EST 


g935270 




Method 


BLASTX 




NCBI GI 


g4587587 




BLAST score 


423 




E value 


2.0e-41 




Match length 


147 




% identity 


63 




NCBI Description 


(AC007232) unknown protein [Arabidopsi 


Seq. No. 


135320 




Contig ID 


118568 l.RlOlO 




5 '-most EST 


jC-atXP33C148C14T7d2 




Method 


BLASTN 




NCBI GI 


g3108025 




BLAST score 


237 




E value 


l.Oe-130 




Matcn lengtn 


485 




% identity 


99 




NCBI Description 


Arabidopsis thaliana chromosome 


1 BAC 




sequence [Arabidopsis thaliana] 




Seq, No. 


135321 




Contig ID 


118573 l.RlOlO 




5 '-most EST 


jC-atXP33C148C6T7d2 




Method 


BLASTN 




NCBI GI 


g3510336 




BLAST score 


384 




E value 


O.Oe+00 




Match length 


470 





complete 



% identity 

NCBI Description 



33 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



16076 



K18J17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135322 

118588_1.R1010 

g2763549 

BLASTN 

g3243214 

199 

l.Oe-108 

321 

98 

Arabidopsis thaliana BAG T19B17 from chromsome IV, near 
19.3 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135323 

118594_1.R1010 

g2062945 

BLASTX 

g2500980 

223 

5.0e-18 

79 

52 

GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE—TRNA LIGASE) (GLURS) 

>gi_107 6718_pir S51684 glutamate—tRNA ligase (EC 

6.1.1.17) precursor - barley >gi_603849_emb_CAA58505_ 
(X83523) glutamate — tRNA ligase [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135324 

118594_2.R1010 

g2580690 

BLASTX 

g2500981 

418 

4.0e-44 

140 

67 

GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE—TRNA LIGASE) (GLURS) 

>gi_1084418_pir S51685 glutamate — tRNA ligase (EC 

6.1.1.17) - common tobacco >gi_603867_emb_CAA58506_ 
(X83524) glutamate — tRNA ligase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135325 

118610_1.R1010 

jC-atXP33C14 8H10T7s2 

BLASTN 

g4589410 

717 

O.Oe+00 

745 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



135326 

118617_1.R1010 
g2763625 



16077 



Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4376087 

144 

3.0e-75 

344 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



135327 

118621_1.R1010 

g935268 

BLASTN 

g2244788 

114 

5.0e-57 

655 

97 

Arabidopsis thaliana 
fragment No 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



DNA chromosome 4, ESSA I contig 



135328 

118623_1.R1010 

jC-atXP33C148I21T7d2 

BLASTX 

g4371280 

321 

l.Oe-29 

131 

50 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
135329 

118624_1.R1010 
jC-atXP33C148I21T7s2 

135330 

118638_1.R1010 
jC-atXP33C148K6T7d2 

135331 

118649_1.R1010 

g693032 

BLASTX 

g4538948 

268 

3.0e-23 

86 

56 

(AL049483) putative protein [Arabidopsis thaliana] 
135332 

118660_1.R1010 

j C-atXP33C14 9F9T7d2 

BLASTX 

g2062171 

419 



16078 



E value 
Match length 
% identity 
NCBI Description 



4,0e-41 

165 

75 

(AC001645) DNA binding protein (CDC27SH) isolog 
[Arabidopsis thaliana] 



beq. No. 




uonrig XJJ 




5 » -most EST 


jC-atXP33C150A10T7d2 


Method 


BLASTX 


NCBI GI 


OOC77 
g4 OoO / / o 


DXir\o 1 scoire 


^ xJ 


E value 


1 . ue 1 / 


Match lengtn 


1 iU 


-6 jLdentity 




NCBI Description 




beg. NO. 




uonrig lu 




0 lUOSt CiO 1 




Seq. No. 


135335 


Contig ID 


118667 l.RlOlO 


5 '-most EST 


g3449789 


Method 


BLASTX 


NCBI GI 


g4587525 


BLAST score 


228 


E value 


l.Oe-18 


Match length 


94 


% identity 


51 


NCBI Description 


(AC007060) Contains the PF 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^ ^ ^_ protein domain. ESTs 

gb_T76582/gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

135336 

118679_1.R1010 

g3449797 

BLASTX 

gl483222 

170 

6.0e-12 

64 

70 

{X99097) peroxidase [Arabidopsis thaliana] 
135337 

118680_1.R1010 

jC-atXP33C151A16T7d2 

BLASTX 

gl706740 

263 

8.0e-23 

107 

47 

FLAVONOL 4'-SULF0TRANSFERASE (F4-ST) >gi_168169 {M84136) 
flavonol 4'-sulfotransferase [Flaveria chloraef olia] 



16079 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



135338 

118682_1.R1010 

jC-atXP33C151A17T7d2 

BLASTN 

g4580454 

217 

l.Oe-118 

516 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

135339 

118689_1.R1010 

jC-atXP33C151B20T7d2 

BLASTX 

g4818i5 

328 

4.0e-30 

240 

35 

vegetative storage protein - western balsam poplar x 
Cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x Populus deltoides] 

135340 

118694_1.R1010 

jC-atXP33C151C9T7s2 

BLASTX 

g2129575 

167 

8.0e-26 
80 
79 

DNA repair protein homolog XPBara 



- Arabidopsis thaliana 



135341 

118718_1.R1010 

jC-atXP34C14 9K12T7dl 

BLASTX 

g4185136 

616 

2.0e-66 

161 

85 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

135342 

118723_1.R1010 
g935683 

135343 

118724_1.R1010 

jC-atXP34C149P15T7dl 

BLASTX 



16080 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263791 
712 

3.0e-75 

156 

88 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135344 

118726_1.R1010 
jC-atXP34C150D14T7dl 

135345 

118727_1.R1010 
jC-atXP34C150El2T7dl 

135346 

118729_1.R1010 

jC-atXP34C150E20T7dl 

BLASTN 

g3702732 

233 

l.Oe-128 

448 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGFIO, complete sequence [Arabidopsis thaliana] 



PI clone 



135347 

118732_1.R1010 

jC-atXP34C150G20T7dl 

BLASTN 

g4726109 

161 

3.0e-85 

385 

83 

Arabidopsis thaliana chromosome II BAC F13J11 genomic 
sequence, complete sequence 

135348 

118735_1.R1010 

jC-atXP34C150I21T7dl 

BLASTN 

g2245031 

355 

O.Oe+00 

433 

49 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

135349 

118749_1.R1010 
g2580787 
BLASTN 
g3985931 



16081 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368 

O.Oe+00 

402 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21H1, complete sequence [Arabidopsis thaliana] 

135350 

118749_2.R1010 

g935709 

BLASTN 

g3985931 

184 

5.0e-99 

316 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135351 

118750_1.R1010 

jC-atXP34C150N9T7dl 

BLASTX 

g4335751 

573 

4.0e-59 

158 

76 

(AC006284) putative methyltransf erase [Arabidopsis 
thaliana] 



Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135352 

118755_2.R1010 
g935414 

135353 

118759_1,R1010 

jC-atXP34C151H10T7dl 

BLASTN 

g3241923 

277 

l.Oe-154 

301 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMNIO, complete sequence [Arabidopsis thaliana] 

135354 

118780_1.R1010 

g2047812 

BLASTN 

gl946354 

287 

l.Oe-160 

369 

95 

Arabidopsis thaliana chromosome II BAG T06B20 genomic^ 



16082 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence 
135355 

118811_1.R1010 

g935790 

BLASTX 

g2281085 

562 

8,0e-58 

126 

90 

{AC002333) CTRl protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135356 

118812_1.R1010 

jC-atXP35C153F18T7s2 

BLASTN 

g2281081 

266 

l.Oe-148 

313 

96 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135357 

118813__1.R1010 

g935791 

BLASTX 

g3858935 

249 

5.0e-24 

77 

75 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135358 

118818_1.R1010 
g935794 

135359 

118820_1.R1010 

jC-atXP37C158B21T7d2 

BLASTN 

g2264311 

523 

O.Oe+00 

531 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLNl, complete sequence [Arabidopsis thaliana] 



Seq. No. 



135360 



16083 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118820_3.R1010 

jC-atXP35C153G13T7dl 

BLASTN 

g2264311 

209 

l.Oe-114 

490 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135361 

118822_1.R1010 

jC-atXP35C153G15T7dl 

BLASTN 

g3004543 

290 

l.Oe-162 

511 

100 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135362 

118822_2,R1010 

jC-atXP64C207B6T7dl 

BLASTN 

g3004543 

332 

O.Oe+00 

340 

100 

Arabidopsis thaliana chromosome II BAC F19F2 4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135363 

118831_1.R1010 

jC-atXP35C153K12T7dl 

BLASTN 

g4589421 

35 

6.0e-10 

158 

87 

Arabidopsis thaliana genomic 
K5K13, complete sequence 



DNA, chromosome 3, TAC clone 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



135364 

118833_1. 

g935467 



RIOIO 



135365 

118834_1.R1010 
jC-atXP35C153I12T7s2 



Seq, No. 
Contig ID 



135366 

118848 l.RlOlO 



16084 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g2763762 
BLASTN 
g3335331 
41 

2.0e-13 

99 

97 

Arabidopsis thaliana chromosome 1 BAG T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

135367 

118852_1.R1010 
g935474 

135368 

118854_1.R1010 

jC-atXP35C153M19T7dl 

BLASTX 

g627071 

144 

l.Oe-08 

136 

11 

histidine-rich protein - Plasmodium lophurae (fragment) 
>gi_552196 {M15317) histidine-rich protein [Plasmodium 
lophurae] 

135369 

118854_3.R1010 

g2048322 

BLASTN 

g3335331 

257 

l.Oe-142 

284 

98 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

135370 

118880_1.R1010 
g2047844 

135371 

118884_1.R1010 

jC-atXP35C154F12T7dl 

BLASTX 

g4263820 

177 

l.Oe-14 

92 

40 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
135372 

118917_1.R1010 
g2763852 



16085 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135373 

118921_1.R1010 

jC-atXP36C154N7T7dl 

BLASTX 

gl935909 

174 

2.0e-12 

89 

38 

(U77345) lethal leaf-spot 1 [Zea mays] 
135374 

118926_1.R1010 

jC-atXP36C154PlT7dl 

BLASTX 

g4389444 

159 

l.Oe-10 

61 

52 

(AE001574) hypothetical 23.1kd-like protein [Drosophila 
melanogaster] 

135375 

118927_1.R1010 
g509459 

135376 

118929_1,R1010 

j C-atXP8 0C2 32F1 9T7dl 

BLASTX 

g4587987 

661 

l.Oe-72 

188 

66 

{AF08527 9) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135377 

118935_1.R1010 

jC-atXP36C155B7T7dl 

BLASTN 

g3980374 

275 

l.Oe-153 

475 

97 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135378 

118939_1.R1010 

jC-atXP36C155C20T7dl 

BLASTN 

g2828185 



16086 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



437 

O.Oe+00 

530 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 135379 

Contig ID 118948_1 . RIOIO 

5 '-most EST g2047869 

Method BLASTN 

NCBI GI g4519187 

BLAST score 275 

E value l.Oe-153 

Match length 358 

% identity 95 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 
K1G2, complete sequence 

Seq. No. 135380 

Contig ID 118952_1.R1010 

5 '-most EST jC-atXP36C156AllT7dl 

Method BLASTX 

NCBI GI g4467147 

BLAST score 67 

E value 3.0e-19 

Match length 84 

% identity 67 . n 

NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 

135381 

118952_2.R1010 
g2722580 
BLASTN 
g4467131 
286 

l.Oe-160 
429 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 

Seq, No, 135382 

Contig ID 118965_1 .RlOlO 

5 '-most EST jC-atXP86CG9G6T7d2 

Method BLASTN 

NCBI GI g3873174 

BLAST score 442 

E value O.Oe+00 

Match length 672 

% identity 100 

NCBI Description Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 135383 

Contig ID 118967_1 .RlOlO 

5 '-most EST g3719095 



16087 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Contig TD^ 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2564051 

273 

l.Oe-152 

619 

96 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MWD9, complete sequence [Arabidopsis thaliana] 



PI clone: 



135384 

118970__1.R1010 

jC-atXP22C114P4T7043al 

BLASTN 

g2462264 

57 

5.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



135385 

118978_1.R1010 

jC-atXP36C156F18T7dl 

BLASTN 

g3297806 

279 

l.Oe-155 

906 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F17I5 



135386 

118980_1.R1010 

g2763803 

BLASTX 

g2760830 

341 

5.0e-32 

63 

100 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135387 

118997_1.R1010 
g936012 



135388 

119001_1. 

g936016 

BLASTN 

g2570223 

228 

l.Oe-125 

341 

99 



RIOIO 



16088 




NCBI Description Arabidopsis thaliana chromosome 1 BAG F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

Seq. No. 135389 

Contig ID 119007_1 .RIOIO 

5 '-most EST jC-atXP36C157D13T7dl 

Method BLASTX 

NCBI GI gl246823 

BLAST score 292 

E value l,0e-44 

Match length 176 

% identity 60 

NCBI Description (X89865) unknown [Phoenix dactylifera] 

Seq. No. 135390 

Contig ID 119008_1.R1010 

5 '-most EST g2047896 

Method BLASTX 

NCBI GI gl246823 

BLAST score 217 

E value 2.0e-17 

Match length 43 

% identity 93 

NCBI Description (X89865) unknown [Phoenix dactylifera] 

Seq. No. 135391 

Contig ID 119021_1 . RlOlO 

5 '-most EST jC-atXP37C157G14T7d2 

Method BLASTN 

NCBI GI g2462264 

BLAST score 48 

E value l.Oe-17 

Match length 56 

% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partia 

Seq. No. 135392 

Contig ID 119027_1 . RlOlO 

5 '-most EST jC-atXP37C157H10T7d2 

Method BLASTX 

NCBI GI g2252833 

BLAST score 330 

E value 2.0e-30 

Match length 144 

% identity 57 

NCBI Description (AF013293) A_IG005I10 . 12 gene product [Arabidopsis 
thaliana] 

Seq. No. 135393 

Contig ID 119028_1 . RlOlO 

5 '-most EST jC-atXP37C157H12T7d2 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 2.0e-19 

Match length 51 

% identity 100 



16089 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135394 

119034_1.R1010 

jC-atXP37C157I7T7d2 

BLASTX 

gl504008 

177 

2.0e-12 

120 

38 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C.elegans protein (PI :CEC47E128 ); Similar to Mouse 
alpha-mannosidase(Pl:B54407) [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135395 

119040__1.R1010 

jC-atXP37C157K20T7d2 

BLASTX 

g4406763 

700 

8.0e-74 

147 

93 

(ACO 06836) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135396 

119058_1.R1010 

jC-atXP37C157P23T7d2 

BLASTN 

g2462264 

59 

4.0e-24 

59 
100 

Cucumis sativus mRNA 



for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135397 

119059_1.R1010 

jC-atXP37C157P3T7d2 

BLASTN 

g2462264 

44 

3.0e-15 

44 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135398 

119064_1.R1010 

jC-atXP37C158A15T7d2 

BLASTX 

g4200165 

285 

6.0e-64 

189 

64 



16090 



NCBI Description (Y16262) neutral invertase [Daucus carota] 



Seq. No. 135399 

Contig ID 119068_1.R1010 

5 '-most EST jC-atXP37C158C8T7s2 

Method BLASTX 

NCBI GI g2829900 

BLAST score 7 69 

E value 5,0e-82 

Match length 148 

% identity 99 

NCBI Description (AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

Seq, No. 135400 

Contig ID 119069_1 . RIOIO 

5 '-most EST jC-atXP37C159A22T7d2 

Method BLASTN 

NCBI GI g3785968 

BLAST score 182 

E value l.Oe-97 

Match length 434 

% identity 95 

NCBI Description Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 135401 

Contig ID 119071_1 . RlOlO 

5 '-most EST jC-atXP37C159B14T7d2 

Method BLASTX 

NCBI GI g2498731 

BLAST score 598 

E value 8,0e-62 

Match length 173 

% identity 66 

NCBI Description PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi 1362013_pir S57 611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135402 

119080_1.R1010 

jC-atXP37C159D4T7d2 

BLASTX 

g4006886 

361 

5.0e-34 

160 

49 

{Z99708) putative protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135403 

119091_1.R1010 
g2047708 
BLASTX 
g3603473 



16091 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



488 

6.0e-49 

143 

63 

(AF090698) elicitor-responsive gene-3 [Oryza sativa] 
135404 

119092_1,R1010 

g937527 

BLASTX 

g3643602 

407 

l,0e-39 

134 

69 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



135405 

119099_1. 

g2047925 

BLASTX 

g3702620 

118 

2,0e-13 

75 

63 

(Y17329) 



RIOIO 



calnexin [Pisum sativum] 



135406 

119099_2.R1010 

g936089 

BLASTX 

g473878 

383 

6.0e-37 

119 

72 

(U08315) calnexin homolog [Arabidopsis thaliana] 
135407 

119121_1.R1010 

g930568 

BLASTN 

g3059018 

328 

O.Oe+00 

385 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 

135408 

119122_1.R1010 
g2047929 
BLASTN 
g3059018 



16092 



BLAST score 


m 

w 

199 


E value 


l.Oe-108 


Match length 


109 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 
(ESSAII project) 




DNA chromosome 4, BAG clone F1C12 



Seq. No. 135409 

Contig ID 119123_1.R1010 

5 '-most EST jC-atXP38C158 J17T7dl 



Seq. No. 135410 

Contig ID 119125_1 .RIOIO 

5 '-most EST g2047930 

Method BLASTN 

NCBI GI g3108024 

BLAST score 364 

E value O.Oe+00 

Match length 434 

% identity 96 

NCBI Description Arabidopsis thaliana chromosome 1 BAG T1F15 sequence, 
complete sequence [Arabidopsis thaliana] 

Seq. No. 135411 

Contig ID 119125_2 .RlOlO 

5 '-most EST jC-atXP38C158 J19T7dl 

Method BLASTX 

NCBI GI g3176663 

BLAST score 629 

E value 6.0e-66 

Match length 123 

% identity 97 , . o 

NCBI Description (AC004393) Contains similarity to S-receptor kinase 8 

precursor gb_D38563 from Brassica rapa. ESTs gb_T88253 and 
gb AA394649 come from this gene. [Arabidopsis thaliana] 

Seq. No. 135412 

Contig ID 119136_1 .RlOlO 

5 '-most EST g2047933 

Method BLASTN 

NCBI GI g3046854 

BLAST score 399 

E value O.Oe+00 

Match length 439 

% identity 98 ^ i i 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135413 

119143_1.R1010 

jC-atXP38C158K4T7dl 

BLASTX 

g3335363 

162 

4.0e-ll 

131 

19 



16093 




NCBI Description (AC003028) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 135414 

Contig ID 119152_1.R1010 

5 '-most EST jC-atXP38C159G21T7dl 



Seq. No. 135415 

Contig ID 119155_1 .RIOIO 

5 '-most EST jC-atXP81C240M14T7sl 

Seq. No. 135416 

Contig ID 119155_2.R1010 

5 '-most EST jC-atXP38C159G2T7s2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135417 

119162_1.R1010 

jC-atXP38C160E8T7s2 

BLASTX 

g2245014 

442 

8.0e-44 
84 

100 n . n 

(Z97341) glucosyltransferase homolog [Arabidopsis thaliana] 

135418 

119166_1.R1010 

g936117 

BLASTN 

g4585952 

408 

O.Oe+OO 

440 

98 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135419 

119171_1.R1010 

g2763832 

BLASTX 

g4584546 

526 

l.Oe-53 

141 

67 

(AL049608) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135420 

119184_1.R1010 

g2749168 

BLASTN 

g4589445 

311 

l.Oe-175 

439 

95 



16094 




NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

Seq. No. 135421 

Contig ID 119185_1 .RIOIO 

5 '-most EST g936451 

Seq. No. 135422 

Contig ID 119190_1.R1010 

5 '-most EST jC-atXP55C18601T7s2 

Method BLASTN 

NCBI GI g3985954 

BLAST score 405 

E value O.Oe+00 

Match length 445 

% identity 98 m i 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG21, complete sequence [Arabidopsis thaliana] 

135423 

119193_1.R1010 
jC-atXP38C160J23T7dl 
BLASTN 
g4490324 
338 

O.Oe+00 
365 
99 

Arabidopsis thaliana DNA chromosome A, BAG clone T9A14 
(ESSA project) 

Seq. No. 135424 

Contig ID 119195_1 .RIOIO 

5 '-most EST jC-atXP38C160 J3T7dl 

Method BLASTN 

NCBI GI g4589437 

BLAST score 314 

E value l.Oe-176 

Match length 362 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 

Seq. No. 135425 

Contig ID 119196_1 .RlOlO 

5 '-most EST g2749171 

Method BLASTN 

NCBI GI g4589437 

BLAST score 344 

E value O.Oe+00 

Match length 421 

% identity 95 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 

Seq. No. 135426 

Contig ID 119203_1 . RlOlO 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16095 



5 '-most EST g2764258 
135427 

119205_1.R1010 
g2749157 
BLASTN 
g3702735 
313 

l.Oe-176 
354 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQL5, complete sequence [Arabidopsis thaliana] 

Seq. No. 135428 

Contig ID 119206_1 .RlOlO 

5 '-most EST jC-atXP39C161H6T7dl 

Method BLASTN 

NCBI GI g2924734 

BLAST score 442 

E value O.Oe+00 

Match length 495 

% identity 98 ct.ii 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXEIO, complete sequence [Arabidopsis thaliana] 

Seq. No. 135429 

Contig ID 119216__1 . RlOlO 

5 '-most EST jC-atXP39C160L5T7sl 

Method BLASTX 

NCBI GI g4835244 

BLAST score 396 

E value 4.0e-38 

Match length 180 

% identity 48 . , . 

NCBI Description (AL049862) putative mitochondrial protein [Arabidopsxs 
thaliana] 

Seq. No. 135430 

Contig ID 119225_1 . RlOlO 

5 '-most EST g936475 

Method BLASTX 

NCBI GI g4218120 

BLAST score 286 

E value l.Oe-25 

Match length 112 

% identity 54 . ^ ^ 

NCBI Description (AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

Seq. No. 135431 

Contig ID 119229_1 .RlOlO 

5 '-most EST g936477 

Method BLASTN 

NCBI GI g4220643 

BLAST score 259 

E value l.Oe-14 3 




Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16096 



Match length 

% identity 

NGBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



370 
100 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

135432 

119248_1,R1010 

g2749187 

BLASTN 

g4415905 

276 

l.Oe-154 

395 

94 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135433 

119248_2.R1010 

g936187 

BLASTN 

g4415905 

256 

l.Oe-142 

395 
95 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135434 

119259_1.R1010 

jC-atXP39C161D14T7dl 

BLASTN 

g4589439 

319 

l.Oe-179 

879 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQMl, complete sequence 

135435 

119263_1.R1010 

jC-atXP39C161D17T7dl 

BLASTX 

g3860262 

347 

3.0e-53 

158 

70 

{AC005824) unknown protein [Arabidopsis thaliana] 
135436 

119265_1.R1010 
jC-atXP39C161DlT7sl 



Seq. No. 



135437 



16097 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119284_1.R1010 

jC-atXP39C162G7T7dl 

BLASTX 

g2708331 

703 

2.0e-74 

164 

82 

(AF038557) ligand gated channel-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135438 

119285_1.R1010 

jC-atXP39C161F12T7sl 

BLASTN 

g3080406 

294 

l.Oe-164 

352 
95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F23E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135439 

119288_1.R1010 

g936526 

BLASTN 

g4589439 

419 

0-Oe+OO 

455 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQMl, complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 



135440 

119292_1.R1010 
g936528 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135441 

119298_1.R1010 

jC-atXP39C161G17T7sl 

BLASTN 

g2924730 

137 

7.0e-71 

361 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPI7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135442 

119308_1. 

g936546 

BLASTN 

g3983533 

243 



RIOIO 



16098 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-134 
452 

97 ^ 

Arabidopsis thaliana BAG T24G3 from chroinosome V near 
cM, complete sequence [Arabidopsis thaliana] 



O C • i>i • 


135443 




119309 1 RIOIO 


5 '-most EST 


g2749202 


Method 


BLASTX 


NPRT C^J 


a4586245 


oj-Ln.tj> J. o 1. ~ 


248 








1 09 

X U J 




43 




fAT,049640\ mitative nrofcein FArabidoDsis thaliana] 


O C • IN U • 


135444 


Print* in TH 


119334 1 RlOlO 

XX^'.JiJ^ X*1\.XUX^/ 


5 '-most EST 


jC-atXP39C162H19T7sl 


oSq • iMO • 


1 A 
X jO^fi o 


L^onciy lU 


XX-/OJ^ X.Jc\XUXU 


3 —most- bbi 


jv-/ auAroooxnirii /ax 


Method 


OXi/lD i A 




gzz4 4 y Oft 


BLAST score 


4 0 0 


E value 


4 . ue 


LXiaucn xenyun 


1 ^Vi 
xo u 


% xaemiity 




NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana 


oeq« NO* 


X O J *t *± D 




XXZ70^fz X • rvX U X VJ 


O luOo U rjO i 


-i r-A-i-yp'^rp 1 Pf^T7di 


Method 


DJjiiO i A 






oi-iAoi score 




E value 


9 do— 1 p 
z • ue xo 


ruauOii Xciiy Lii 


1 4 

X ^ o 


^ XUClXLXUy 


o o 


M r' X2 T Q C" n t~\ "1~ T *^ 

inujdx uescnpuitjii 


^7Q7'^'^7^ h\7riri-hh<::i1~ i r«;:i 1 nr-n^'Pin f Ar^bi Hnn«^ 1 <=? thaliana 

\ Cs^ too 1 ) xXy^sJ L-iiC L.Xv_rCXX ^X\JUCXii L"-'- dl>X^i>lvJ^O xo i^ixQL-i-j-(JiJ.i.u. 


Seq. No. 


135447 


uonrxg lu 


XXyJO/ X.KXUXU 


5 '-most EST 


g501917 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


313 


E value 


7.0e-29 


Match length 


103 


% identity 


60 


NCBI Description 


{AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


135448 


Contig ID 


119359_1.R1010 



16099 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g933622 
BLASTN 
g862320 
125 

2.0e-63 

145 

97 

Arabidopsis thaliana tRNA-Met gene (clone pAtM-8) 
135449 

119361_1.R1010 

g933625 

BLASTX 

g3980402 

584 

3.0e-60 

184 

72 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135450 

119362_1.R1010 

g933627 

BLASTX 

g4263791 

486 

8.0e-49 

176 

44 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135451 

119373_1.R1010 

g933664 

BLASTX 

gll73624 

367 

6.0e-35 

133 

59 

(U34744) cytochrome P-450 [Phalaenopsis sp. 'hybrid 
SM9108'] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135452 

119378_1.R1010 

g933681 

BLASTX 

g4522012 

635 

4.0e-69 

135 

93 

{AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 



135453 



16100 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119379_1.R1010 

jC-atXP3C83G7T7dl 

BLASTX 

g2281085 

468 

7.0e-47 

149 

55 

(AC002333) CTRl protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



135454 

119384_1.R1010 
g933692 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135455 

119385_1. 

g933695 

BLASTX 

gl524370 

262 

l.Oe-22 

93 

57 

(X92491) 



RIOIO 



TOM20 [Solanum tuberosum] 



135456 

119392_1.R1010 

jC-atXP108C170H10T7005dl 

BLASTN 

g4519186 

129 

7.0e-66 

749 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18B18, complete sequence 



TAG clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E, value 



135457 

119392_3.R1010 

g958091 

BLASTN 

g4519186 

77 

4.0e-35 

170 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18B18, complete sequence 

135458 

119393_1.R1010 

jC-atXP3C85A9T7dl 

BLASTX 

g2739389 

806 

4.0e-86 



TAG clone 



16101 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



265 
32 

(AC002505) 



Cf-2.2 like protein [Arabidopsis thaliana] 



135459 

119393_2.R1010 

g2393575 

BLASTX 

g2739389 

266 

4.0e-23 

121 

49 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 
135460 

119404_1.R1010 

g937048 

BLASTX 

g99772 

417 

6.0e-41 

107 

79 

ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi_166936 {J05540) ubiquitin extension protein {UBQ6) 
[Arabidopsis thaliana] >gi__3522953 (AC004411) ubiquitin 
extension protein (UBQ6) [Arabidopsis thaliana] 

135461 

119416_1.R1010 

g937078 

BLASTN 

g3297806 

119 

3.0e-60 

355 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F17I5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135462 

119417^1. RIOIO 

jC-atXP40C161N2T7035al 

BLASTX 

g3176726 

506 

5.0e-51 

108 

94 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



135463 

119417_2.R1010 

jC-atXP75C225N23T7dl 

BLASTX 



16102 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3176726 
772 

2.0e-82 

149 

100 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



135464 

119423_1.R1010 

g2723035 

BLASTX 

g2146835 

163 

6.0e-ll 

80 

45 

hypothetical protein YCL039w - yeast 
cere vis iae ) >gi_l 90712 l__emb_CAA4 2 3 7 7_ 
len:745 [Saccharomyces cerevisiae] 



( Saccharomyces 
(X59720) YCL039W, 



135465 

119434_1.R1010 

gl520564 

BLASTN 

g3228389 

265 

l.Oe-147 

486 

95 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

135466 

119436_1.R1010 
g936620 

135467 

119438_1.R1010 

jC-atXP40C162L8T7dl 

BLASTN 

g4371278 

397 

0,0e+00 

421 

99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135468 

119441_1.R1010 

jC-atXP40C162M4T7dl 

BLASTX 

g4539380 

720 

8.0e-76 
161 



16103 



% identity 


82 


X.^\tf±J J- l^v^ iiJ J_ a. K./ 


\£^±J\J ^ tj -J yj / ^U-Cuk^XVC ^X\yL.C7-Lil f^J- CLl^-L W O -1- O 1 idJ- X CtX id J 


O • Vi\J » 


X J J *1 \J J 


CciTif T rr in 

^^V^ilUX^ XL/ 




5 '-most EST 


a93663T 


Method 


BLASTX 


NCBI GI 


g3522938 


BLAST score 


326 


E value 


3 Oe-30 


Match lenath 


103 


% identity 


68 


NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 


Sea No 


135470 


Contia ID 


119462 1 RIOIO 

XX^^Xj^ X* lAX \J J.\J 


5 ' -most EST 


-^C-RtXPA0Cl(^4F.^ T7dl 

_J W d L,Z\^ r± X \J ^ Ij X J. / (uLX 


Sea No 


135471 


Contia ID 


119463 1 RlOlO 


5 '-most EST 


jC-atXP40C164E5T7dl 


Method 


BLASTN 


NCBI GI 


g3869065 


BLAST score 


283 


E value 


l.Oe-158 


Match length 


473 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, HA 



clone 



K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135472 

119464_1.R1010 

g936638 

BLASTX 

g4587540 

108 

4.0e-39 

154 
66 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. [Arabidopsis thaliana] 



Seq- No. 
Contig ID 
5 '-most EST 



135473 

119468_1.R1010 
jC-atXP41C162015T7dl 



Seq. No. 
Contig ID 
5 '-most EST 



135474 

119469_1.R1010 
jC-atXP41C162015T7sl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135475 

119471_1.R1010 

j C-atXP4 lC16208T7dl 

BLASTX 

g4154352 

75 

3.0e-20 



16104 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
51 

(AF110333) 



PrMCS [Pinus radiata] 



135476 

119479_1.R1010 

g936653 

BLASTX 

g4502897 

282 

5.0e-25 

96 

54 

cleft lip and palate associated transmembrane protein 1 
>gi_4039014 {AF037338) cleft lip and palate transmembrane 
protein 1 [Homo sapiens] >gi_4063033 {AF037339) cleft lip 
and palate transmembrane protein 1 [Homo sapiens] 



Seq. No. 


loo4 / / 


Contig ID 


11949D l.RlOlO 


0 -most EST 


3C-atXP41C163F3T7sl 


Method 






gz4 yoo 


BLAST score 


183 


E value 


l.Oe-13 


raaccn lengtn 


OD 


% identity 


33 


NCBI Description 


SEC13-RELATED PROTEIN 


Seq. No. 


135478 


Contig ID 


119497 l.RlOlO 


5 '-most EST 


g936696 




1 '^^47 Q 
J- OOfl / ^ 


Contig ID 


119498 l.RlOlO 


5 '-most EST 


g2047945 


Seq. No. 


135480 


Contig ID 


119501 l.RlOlO 


5 '-most EST 


jC-atXP41C163G4T7dl 


Method 


BLASTX 


NCBI GI 


g4063743 


BLAST score 


276 


E value 


3.0e-24 


Match length 


93 


% identity 


63 


NCBI Description 


(ACQ05851) hypothetic^ 


Seq. No. 


135481 


Contig ID 


119533 l.RlOlO 


5 '-most EST 


jC-atXP41C164I22T7sl 


Method 


BLASTN 


NCBI GI 


g2618677 


BLAST score 


149 


E value 


4.0e-78 


Match length 


272 


% identity 


93 



16105 



NCBI Description 



Arabidopsis thaliana BAG F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135482 

119539_1.R1010 

jC-atXP41C164J14T7sl 

BLASTX 

g2462754 

49 

3.0e-24 

117 

66 

(AC002292) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI ^""^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135483 

119549_1.R1010 

jC-atXP41C164L10T7sl 

BLASTN 

g2494106 

203 

l.Oe-110 

314 

98 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135484 

119561_1.R1010 

g936762 

BLASTX 

gl706189 

155 

6.0e-10 

51 

51 

LOW- AFFINITY CATIONIC AMINO ACID TRANSPORTER-2 (CAT-2) 
(CAT2) (TEA PROTEIN) (T-CELL EARLY ACTIVATION PROTEIN) 
(20.5) >gi_627 850_pir A54011 CATl/ecoR protein - mouse 

>gi_293315 (L11600) cationic amino acid transporter-2 [Mus 

musculus] >gi_517493 (L29006) membrane protein [Mus 

musculus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135485 

119568_1,R1010 

g2047971 

BLASTX 

g45390G4 

142 

l.Oe-08 

48 

50 

(AL04 9481) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



135486 

119572_1.R1010 

g936772 

BLASTX 



16106 



NCBI GI 


g2047324 


BLAST score 


745 


Hi VcaXUfc; 






X o ^ 




P Q 
0 y 


imcdi uescx ipuxon 


^UOUX_?^y rLriXiO liUlLlvJX(J(^ Lril. dJUXULJ^i 


o6q. NO. 


XOO 4 O / 


L-onuig ±u 


X±i?0-?4 X»£\.XUXU 


O ILIO S III o i 


y o -? J *i o o 






NCBI GI 


g3047074 


BLAST score 


517 


JIj Va.Xu.G 


n Doxon 

U « \JC T U U 


ixio, i_.cn xeny un 




% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F21E10 


oeCj. wo. 


X 4i o o 


uonng lu 


Xxi?DUX X.KXUXU 


O — KIOSU tbi 




beg. NO. 


1 '5 c: /I P Q 


uonrig iu 


1 1 Qi^HR 1 Di m n 
iiyouo i.Kiuiu 


O niOSL Jiibi 


Jk^ a.T-.Ai:^Xk^XOOi-i.Z.l / QX 


LYieunoQ 






CT2477521 


BLAST score 


21 


E value 


3.0e-05 


Match length 


403 


% identity 


75 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence. 



I BAC F22K20 genomic 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135490 

119638_1.R1010 

g2749315 

BLASTX 

g4138265 

248 

6.0e-52 

221 

49 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135491 

119645_1, 

g2749298 

BLASTX 

g2464905 

61 

8.0e-21 

82 

80 

(Z99708) 



RIOIO 



minor allergen [Arabidopsis thaliana] 



16107 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135492 

119652_1,R1010 

jC-atXP43C169D23T7sl 

BLASTN 

g4454004 

647 

O.Oe+00 

709 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F24A6 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 



135493 

119655_1.R1010 

jC-atXP43C170D15T7sl 

BLASTN 

g2088638 

113 

l.Oe-56 

342 

93 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135494 

119667_1.R1010 
g2749281 

135495 

119677_1.R1010 

g2580700 

BLASTN 

g2815519 

240 

l.Oe-132 

272 

97 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

135496 

119684_1.R1010 
jC-atXP43C171A2T7sl 

135497 

119686_1,R1010 

g937423 

BLASTX 

g2828293 

205 

4,0e-16 

131 

44 

(AL021687) putative protein [Arabidopsis thaliana] 
135498 

119687 l.RlOlO 



16108 



5 '-most EST 


il 

g2764196 


Method 


BLASTX 


NCBI GI 


g3482910 


BLAST score 


480 


E value 


2.0e-48 


Match length 


110 


% identity 


79 


NCBI Description 


(AC003970 
gi 537404 



Similar to rice water stress induced protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135499 

119691_1.R1010 

g773548 

BLASTX 

g4454025 

309 

3.0e-72 

154 

90 

(AL035394) putative cellulase 



[Arabidopsis thaliana] 



135500 

119694_1.R1010 

g937545 

BLASTN 

g4519182 

156 

3.0e-82 

460 

97 

Arabidopsis thaliana genomic DNA, 
K13H13, complete sequence 



135501 

119695_1.R1010 

jC-atXP44C170H19T7dl 

BLASTX 

g4586246 

193 

4.0e-15 

41 

90 

(AL04964 0) putative protein 



chromosome 5, TAG clone 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135502 

119698_1.R1010 
g473340 

135503 

119717_1.R1010 

g937878 

BLASTN 

g4756963 

394 

O.Oe+00 

398 

92 



16109 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone F10M23 
{ESSA project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No< 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135504 

119719_2.R1010 

g2764237 

BLASTX 

g2262162 

266 

5.0e-25 

149 

46 

(AC002329) hypothetical protein similar to A. thaliana 
protein F19K23.19 [Arabidopsis thaliana] 



135505 

119722_1. 

gl053458 

BLASTX 

g4006899 

622 

5.0e-65 

133 

89 

(Z99708) 



RIOIO 



putative protein [Arabidopsis thaliana] 



135506 

119727_1.R1010 

g937904 

BLASTN 

g2760166 

120 

8.0e-61 

449 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK20, complete sequence [Arabidopsis thaliana] 

135507 

119734_1.R1010 
g937978 

135508 

119739_1.R1010 
g937600 

135509 

119761_1.R1010 

g2749396 

BLASTN 

g4733984 

184 

5.0e-99 

271 

98 

Arabidopsis thaliana chromosome II BAC F1404 genomic 
sequence, complete sequence 



16110 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135510 

119764_1.R1010 

g905521 

BLASTX 

g2911067 

499 

l.Oe-50 

138 

70 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135511 

119770_1.R1010 

g2596241 

BLASTX 

gl00225 

393 

4.0e-38 

96 

73 

heat shock transcription factor 8 - tomato 
>gi_19260_emb_CAA47868_ (X67599) heat stress transcription 
factor 8 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135512 

119771_1.R1010 

g905530 

BLASTX 

g3047125 

155 

4.0e-55 

120 

100 

{AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135513 

119773_1.R1010 

g905533 

BLASTX 

g3785995 

665 

6.0e-70 

136 

95 

{AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135514 

119774_1.R1010 

g2749400 

BLASTN 

g3785992 

284 

l.Oe-158 

386 

93 



16111 



NCBI Description Arabidopsis thaliana chromosome II BAG T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



135515 

119775_1.R1010 
g2749401 

135516 

119779_1.R1010 

g905539 

BLASTX 

g434765 

159 

2.0e-10 

113 

39 

(D212 62) ORF [Homo sapiens] 
135517 

119783_1.R1010 

g905961 

BLASTX 

g2708743 

257 

4.0e-22 

141 

38 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

135518 

119784_1.R1010 
g2749403 

135519 

119790_1.R1010 

g2749405 

BLASTN 

g4220634 

312 

l.Oe-175 

688 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9H21, complete sequence [Arabidopsis thaliana] 

135520 

119791_1.R1010 
g2749366 

135521 

119797_1.R1010 
g3449832 

135522 

119801_1.R1010 
g905644 



16112 





IP 


Method 


BLASTX 


NCBI GI 


g627580 


BLAST score 


226 


E value 


3, Oe-19 


Match length 


127 


% identity 


41 


NCBI Description 


prolyl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



>gi_904214_dbj 
[Homo sapiens] 



Dtidase (EC 3.4.21, 
BAA04661 (D21102) 



26) - h\aman 
prolyl endopeptidase 



135523 

119802_1.R1010 

g2749435 

BLASTX 

g4506043 

74 

2.0e-23 

106 

53 

prolyl endopeptidase >gi_13467 69_sp_P48147_PPCE_HUMAN 
PROLYL ENDOPEPTIDASE ( POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605__ {X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] 

135524 

119815_1.R1010 
g906056 



135525 

119819_1.R1010 

g906064 

BLASTN 

g2924733 

168 

2.0e-89 

191 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



135526 

119820_1.R1010 

g2749442 

BLASTN 

g4220636 

260 

l.Oe-144 

437 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB16, complete sequence [Arabidopsis thaliana] 

135527 

119833__1.R1010 

g2749446 

BLASTN 



PI clone: 



16113 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



g2182286 
335 

0. 0e+OO 
382 

98 

Sequence of BAG F20P5 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



135528 

119847_1.R1010 

jC-atXP47C17 6EllT7d2 

BLASTX 

g4835226 

456 

3.0e-45 

178 

55 

(AL04 9862) putative protein 



[Arabidopsis thaliana] 



DNA chromosome 3, BAG clone F18B3 



135529 

119848_1.R1010 

jC-atXP47C17 6EllT7s2 

BLASTN 

g4835223 

419 

O.Oe+00 

485 

99 

Arabidopsis thaliana 
(ESSA project) 

135530 

119856_1.R1010 
g905793 



135531 

119860_1.R1010 
g2749469 

135532 

119869_1.R1010 

jC-atXP44C171EllT7087al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
135533 

119888_1.R1010 

g2733455 

BLASTX 

g4115386 

589 

4.0e-61 



16114 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



122 
98 

(AC005967) unknown protein [Arabidopsis thaliana] 
135534 

119900_1.R1010 

g905778 

BLASTX 

g2088661 

192 

2.0e-14 

129 

33 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
135535 

119903_1.R1010 

g2597363 

BLASTX 

g3687833 

561 

2.0e-57 

172 

19 

(AF069737) notchless [Xenopus laevis] 
135536 

119918_1.R1010 

g2733511 

BLASTX 

g3915463 

155 

4.0e-10 

80 

44 

HYPOTHETICAL 33.1 KD PROTEIN SLR1592 

>gi_1652063_dbj_BAA16988_ (D90902) hypothetical protein 
[Synechocystis sp.] 

135537 

119919_1,R1010 

g2749484 

BLASTX 

g3915463 

146 

4.0e-09 

57 

56 

HYPOTHETICAL 33.1 KD PROTEIN SLR1592 

>gi_1652063_dbj__BAA16988_ {D90902) hypothetical protein 
[Synechocystis sp.] 

135538 

119920_1.R1010 
g906224 
BLASTN 
g2245031 



16115 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 

l.Oe-143 

341 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

135539 

119921_1,R1010 

g905845 

BLASTN 

g3033373 

367 

O.Oe+00 

400 

98 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135540 

119922_1.R1010 

g2749488 

BLASTN 

g3033373 

187 

l.Oe-100 

341 

96 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135541 

119925_1.R1010 

g905852 

BLASTN 

g458G732 

298 

l.Oe-167 

333 

98 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135542 

119935__1.R1010 

g2749491 

BLASTN 

g3402745 

271 

l.Oe-151 

366 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F18E5 



Seq. No. 
Contig ID 



135543 

119961 l.RlOlO 



16116 



o -mosr hjbi 


If 

jc 


1 
f 

-atXP49C17709T7d2 


Method 


BLASTX 






g3 


123712 




xDii/ioi score 


190 




rj vaxue 


2. 


Oe-32 




Match length 


17 


1 




% identity 


44 






NCBI Description 


{D8 9051) 




beq, wo. 


135544 




Contig ID 


11 


9973 1. 


RIOIO 


D -most: boi 


g2733463 




Method 


BLASTX 




NCBI bl 


g3 


928862 




DLiiio i score 


34 


8 




Hi vd-LUfc; 


3. 


Oe-33 




net U Oil Xc;il^OXX 


133 




% identity 


61 






NCBI Description 


{AF089710) disease 



thaliana] 



disease resistance protein RPP8 [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

■Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 



135545 

119978_1.R1010 
g906286 

135546 

119984_1.R1010 

j C-atXP4 9C178MllT7d2 

BLASTX 

g2119846 

378 

2.0e-36 

71 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

135547 

119988_1. RIGID 

g905880 

BLASTX 

g3212868 

621 

l.Oe-64 

146 

81 

(AC004005) unlcnown protein [Arabidopsis thaliana] 
135548 

120004_1.R1010 

g906839 

BLASTX 



16117 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl698548 
472 

7.0e-48 

130 

71 

{U58971) 



calmodulin-binding protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135549 

120008_1,R1010 

jC-atXP4C85D7T7dl 

BLASTN 

g2351071 

131 

5.0e-67 

183 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MVA3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135550 

120010_1.R1010 
jC-atXP4C85D9T7dl 

135551 

120012_1,R1010 

g949358 

BLASTN 

gl632775 

65 

7.0e-28 

287 
84 

A. thaliana t5r gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135552 

120019_1.R1010 

g2393588 

BLASTN 

g4580365 

310 

l.Oe-174 

341 

72 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F3F20 genomic 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135553 

120021_1.R1010 

g2393592 

BLASTX 

g4455349 

308 

5.0e-28 

68 

87 

(AL035524) putative protein [Arabidopsis thaliana] 



16118 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135554 

120022_1.R1010 

g501992 

BLASTX 

g2160185 

411 

2.0e-40 

120 

61 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



pombe ISP4 {gb_D83992) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135555 

120034_1.R1010 

g2393599 

BLASTX 

g2213615 

280 

2.0e-25 

75 

61 

(AC000103) F21J9.9 [Arabidopsis thaliana] 
135556 

120043_1.R1010 

g502017 

BLASTN 

g2623294 

168 

2.0e-89 

382 

71 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135557 

120049_1.R1010 
gl565729 

135558 

120051_1.R1010 

jC-atXP4C88I3T7dl 

BLASTN 

g3063438 

213 

l.Oe-116 

542 

99 

Complete sequence of Arabidopsis F22013r complete sequence 
[Arabidopsis thaliana] 

135559 

120054_1.R1010 

g502045 

BLASTN 

g3695386 

386 



16119 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BAC clone F10M23 



O.Oe+00 

616 

98 

Arabidopsis thaliana BAC T2L5 
135560 

120069_1.R1010 

g2749522 

BLASTN 

g4756963 

163 

2.0e-86 

278 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

135561 

120074_1.R1010 
g507076 



135562 

120081_1.R1010 

g2749531 

BLASTN 

g3702722 

262 

l.Oe-145 

383 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K12B20, complete sequence [Arabidopsis thaliana] 

135563 

120090_1.R1010 

jC-atXP50C180FlT7sl 

BLASTN 

g4468103 

144 

4.0e-75 

380 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone M3E9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135564 

120093_1.R1010 
jC-atXP50C180F8T7sl 



135565 

120100_1. 

g2749558 

BLASTX 

g3063691 

428 

4.0e-42 
124 



RIOIO 



16120 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq.-^ No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



60 

(AL022537) putative protein [Arabidopsis thaliana] 
135566 

120105_1.R1010 

g2749562 

BLASTN 

g3449320 

304 

l.Oe-170 

312 

100 

Arabidopsis thaliana genomic DNA, chromosome 5^ Pi clone: 
MRB17, complete sequence [Arabidopsis thaliana] 

135567 

120110_1.R1010 
jC-atXP50C181A7T7sl 

135568 

120125^1, RIOIO 
g2749580 

135569 

120135__1.R1010 
g2749587 

135570 

120144_1.R1010 

jC-atXP7 6C226024T7sl 

BLASTN 

g3004543 

376 

O.Oe+00 

420 

98 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135571 

120150_1.R1010 

gl7063 

BLASTX 

g2529659 

496 

7.0e-50 

145 
68 

{AC002535) putative pectinesterase [Arabidopsis thaliana] 
>gi_3738281 (AC005309) putative pectinesterase [Arabidopsis 
thaliana] 

135572 

120154^1. RIOIO 
jC-atXP4 0C161K4T7081al 
BLASTN 
g2264307 



16121 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

7.0e-23 

205 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MED24, complete sequence [Arabidopsis thaliana] 

135573 

120154_2.R1010 

jC-atXP52C181K21T7d2 

BLASTN 

g2264307 

63 

2.0e-26 

115 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MED24, complete sequence [Arabidopsis thaliana] 

135574 

120156_1.R1010 
jC-atXP52C181K22T7s2 

135575 

120171_1.R1010 
jC-atXP52C181M6T7d2 

135576 

120192_1.R1010 
jC-atXP52C181PllT7s2 

135577 

120198_1.R1010 
jC-atXP52C182F18T7d2 
BLASTX 
g4337198 : 

-i2Z6,.'. 
3^Je-24- 
101 
61 

(AC006403) putative auxin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135578 

120199_1.R1010 

jC-atXP52C182F18T7s2 

BLASTX 

g4337198 

49 

3.0e-28 

87 
78 

{AC006403) 
thaliana] 



putative auxin-induced protein [Arabidopsis 



Seq. No. 

Contig ID 



135579 

120201 l.RlOlO 



16122 



5 '-most EST 



jC-atXP52C182G15T7d2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135580 

120212_1.R1010 

jC-atXP52C182J18T7d2 

BLASTX 

gl26201 

52 

2.0e-19 

76 

67 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_8 167 6_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor 
rape >gi_17827_emb_CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 



Seq. No. 
Contig ID 
5 "-most EST 



135581 

120215_1.R1010 
jC-atXP52C182J3T7s2 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135582 

120218^1. RIOIO 

jC-atXP98CH2G10T7bl 

BLASTN 

g3097257 

52 

4.0e-20 

56 

98 

Platichthys flesus Ki-ras gene (exons 1 to 4) 



Seq. No. 
Contig ID 
5 '-most EST 
" Method 
IsTCBl GI' 
BLAST/score 
E value 
Match length 
% identity 
NCBI Description 



135583 

120218_3.R1010 
jC-atXP52C182K23T7d2 
BLASTX . 

gl7063l9 ' . - ' - r 

397 ^ 

2.0e-38 

150 

52 

HISTIDINE DECARBOXYLASE (HDC) {TOM92) 

>gi_481829_pir S39554 histidine decarboxylase (EC 

4.1.1.22) - tomato >gi_416534_emb_CAA50719__ {X719G0) 
histidine decarboxylase [Lycopersicon esculentum] 



Seq, No. 
Contig ID 
5 '-most EST 



135584 

120224__1.R1010 
jC-atXP52C182L21T7d2 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135585 

120226_1,R1010 

jC-atXP52C182L2T7d2 

BLASTX 

g2982444 

633 

3.0e-66 



16123 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



# 

148 
86 

(AL022224) CLVl receptor kinase like protein [Arabidopsis 
thaliana] 

135586 

120227__1.R1010 
jC-atXP52C182M18T7d2 

135587 

120234_1.R1010 
g2749636 

135588 

120236_1.R1010 

g907039 

BLASTX 

g2129581 

225 

2.0e-18 

90 

50 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

135589 

120237_1.R1010 

jC-atXP52C183B23T7d2 

BLASTX 

g4457221 

172 

5.0e-12 
50 

62 ' ■ - 

(AF127797) 
chinense] 



putative bZIP DNA-binding protein [Capsicum 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



135590 

120239_1.R1010 
jC-atXP52C183C13T7d2 

135591 

120242_1.R1010 

g2749637 

BLASTX 

g3413710 

164 

4.0e-ll 

77 

48 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
135592 

120242 2.R1010 



16124 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP52C183D14T7d2 

BLASTX 

g3834319 

242 

3.0e-20 

139 

43 

{AC005679) Similar to gi_2244754 heat shock transcription 
factor HSF30 homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97335. [Arabidopsis thaliana] 



135593 

120244_1.R1010 

g2749638 

BLASTX 

g2244740 

144 

8.0e-09 

69 

42 

{D88417) endo-1, 4-beta-glucanase 



[Gossypium hirsutum] 



135594 

120244_2.R1010 
jC-atXP52C183E12T7d2 

135595 

120247_1.R1010 
g906582 

135596 

120250_1,R1010 

jC-atXP52C183F22T7s2 

BLASTN 

g4325336 

286 

l.Oe-160 ^ " . 

455 

99 

Arabidopsis thaliana BAC F15P23 
135597 

120256_1.R1010 
jC-atXP52C183G24T7s2 

135598 

120276_1.R1010 

g957510 

BLASTN 

g2351063 

357 

0. Oe+00 

400 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCL19, complete sequence [Arabidopsis thaliana] 



PI clone: 



16125 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135599 

120276_2.R1010 

jC-atXP55C186J7T7d2 

BLASTN 

g235i063 

551 

O.Oe+00 

965 

97 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135600 

120278_1.R1010 

g957486 

BLASTX 

g4454051 

265 

6.0e-24 

133 

46 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135601 

120279_1.R1010 

g2445918 

BLASTN 

g3449313 

42 

4.0e-14 

118 

88 

Arabidopsis thaliana genomic DNA^ chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



135602 

120285_1.R1010 
jC-atXP55C186L2T7s2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135603 

120288_1.R1010 

g957499 

BLASTX 

g4218535 

593 

2.0e-61 

154 

69 

(AJ010829) GRABl protein [Triticum sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



135604 

120290_1,R1010 
g587049 



Seq. No. 
Contig ID 



135605 

120302 l.RlOlO 



16126 



^ ' -Tnn«5t EST 


a2412870 




BLASTX 


NCBI GI 


g4115936 


BLAST score 


282 






Match lencrth 


54 




too 








X J J U \J u 


Print- 1 rr TH 


XiiUOXX X.ixXUXU 




-i p_ a •l-y'p R Cpi O 7 O rn -7 ^2 






NCBI GI 


a4589427 


BLAST score 


392 


E value 


O.Oe-i-00 




1 J/ 




97 


WP'RT ^ o y T nvt* n on 


Z\ y a T /A oo QiG t-Vi^ln^na (Ton otti t o OM A o Vi t'otti o c otti o 

i^X CLX/XQ^vJ L<f o X o UXXdX XdXiCL UdX^M'XLLXO i^LNrl.^ L^XiX UiLLOo UXLLC 








XOO DU f 


v^oiiuxy ±U 


xzuoz/ x.rs.xuxu 


'^ ' -Tnn<5i- EST 




Mpthoci 


BLASTN 


IN O O X \J X 




BLAST score 


609 


E value 


O.Oe+00 


M^^toh 1 ^nrr1~h 


77fi 


^ XUcil L.X L.y 


_? o 


NCBI Description 


Arabidopsis thaliana chromosome II BAG T20P8 




sequence, complete sequence [Arabidopsis thai 


O \^ ■ i.N \ J • 


X .J <J \J\J\J 


Pont in TD 

WS,^iiL.X^ XL/ 


X^UOOO XaXXXUXU 






Q d /-T Mo 


X jO DUi? 


v^onuxy xu 


X^iUj^-3 X»KXUXU 




J d UAir JOv^XO / XiX / 1 1 


Mpt hoH 








BLAST score 


350 


E value 


5.0e-33 


M^toVi 1 onrftVi 


X *i X 


3; n Hon 1 1 t \7 


■^9 




VriXjU *± -7 / J ^ y U L.ct L, X V c CtO^dX dxUXXXw U X diio X ^X do 




r Q yoirf" OTTI ^70 o G oool n ool ot^I 

1, o ux Uwxuyoco outJxxv-uxux J 


C Q rr M<^ 


X OXU 


ooiiT^xg XU 


XZUO/O X.KXUXU 


5 ' —most EST 


a95816^ 

M _/ U J. u u 


Method 


BLASTX 


NCBI GI 


g2781359 


BLAST score 


658 


E value 


4.06-72 


Match length 


163 



5, PI clone: 



16127 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



88 

(AC003113) F2501.15 [Arabidopsis thaliana] 
135611 

120378_1.R1010 

g2733952 

BLASTX 

g4218991 

443 

8.0e-44 

99 

91 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 
135612 

120380_1.R1010 
g957693 

135613 

120391_1.R1010 
g958175 

135614 

120393_1.R1010 
g957707 

135615 

120395_1.R1010 

g870878 

BLASTX 

g2851455 

86 

3.0e-12 

106 

43 

DYNAMIN7LIKE PROTEIN >gi_2267213 (L36939) dynamin-like GTP 
binding protein [Arabidopsis thaliana] 

135616 

120396_1.R1010 

g958176 

BLASTX 

g3269287 

509 

l.Oe-51 

141 

76 

{AL030978) GH3 like protein [Arabidopsis thaliana] 



135617 

120399_1, 

g957716 

BLASTX 

g4508076 

160 

l.Oe-10 
101 



RIOIO 



16128 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

(AC005882) 55659 [Arabidopsis thaliana] 
135618 

120418_1.R1010 

g958228 

BLASTN 

g3449321 

351 

O.Oe+00 

415 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTGIO, complete sequence [Arabidopsis thaliana] 

135619 

120433_1.R1010 

g957861 

BLASTN 

g3510343 

362 

O.Oe+00 

421 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135620 

120442__1,R1010 

g2047453 

BLASTN 

g4220643 

248 

l.Oe-137 

501 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MWD22, complete sequence [Arabidopsis thaliana] 

135621 

120443_1.R1010 
jC-atXP58C191MlT7s3 



135622 

120445_1.R1010 
jC-atXP58C191L8T7s3 

135623 

120470_1.R1010 

jC-atXP58C192F7T7s3 

BLASTX 

gll74470 

176 

2.0e-12 

53 
60 

OLIGOSACCHARYL TRANSFERASE STT3 



clone : 



SUBUNIT HOMOLOG (B5) 



16129 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

135624 

120481_1.R1010 

jC-atXP58C194E8T7s3 

BLASTN 

g2341023 

302 

l.Oe-169 

362 

96 

Sequence of BAG F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

135625 

120482_1.R1010 
g2749702 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135626 

120483_1.R1010 

jC-atXP117C141N21T7al 

BLASTX 

g4512701 

532 

4.0e-54 

136 

73 

(AC006569) 
thaliana] 



putative tyrosine decarboxylase [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135627 

120492_1.R1010 

jC-atXP58C194A16T7s3 

BLASTX 

g4501901 

146 

4.0e-09 

63 

44 

aminoacylase 1 >gi_461466_sp_Q03154_ACYl_HUMAN 
AMINOACYLASS-1 (N-ACYL-L-AMINO-ACID AMIDOHYDROLASE) (ACY-1) 
>gi_1082202_pir_A47488 aminoacylase (EC 3.5.1.14) - human 
>gi_178071 (L07548) aminoacylase-1 [Homo sapiens] 
>gi_285903_dbj_BAA03397_ (D14524) aminoacylase-1 [Homo 
sapiens] >gi_303595_dbj_BAA03814_ (D16307) 45kDa protein 
[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135628 

120501_1, 

g2749724 

BLASTN 

g2760165 

269 

l.Oe-150 
289 



RIOIO 



16130 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC9, complete sequence [Arabidopsis thaliana] 

135629 

120510_1.R1010 
jC-atXP58C194K8T7s3 



135630 

120513_1.R1010 

jC-atXP59C194N2T7dl 

BLASTX 

g3080426 

294 

3.0e-26 

170 

38 

{AL022604) putative protein 



[Arabidopsis thaliana] 



135631 

120603_1.R1010 

g2446231 

BLASTN 

g2462264 

42 

5.0e-14 

42 

100 

Cucumis sativus 



mRNA for patatin-like protein, partial 



135632 

120615_1.R1010 

g2756855 

BLASTN 

g2182289 

352 

O.Oe+00 

356 

100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135633 

120617_1.R1010 

g2756837 

BLASTN 

g2275194 

359 

O.Oe+00 
4 64 
96 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135634 

120621_1.R1010 
g931440 



16131 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2959358 

640 

l.Oe-66 

129 

97 

(X96758) 



clathrin coat assembly protein AP17 [Zea mays] 



135635 

120624_1.R1010 

g502091 

BLASTX 

g4584521 

471 

5.0e-56 

144 

89 

{AL04 9607) putative protein [Arabidopsis thaliana] 
135636 

120630_1.R1010 

g2756848 

BLASTX 

g2435514 

607 

5.0e-63 

147 

83 

(AF024504) Similar to serine/threonine protein kinase; 
coded for by A. thaliana cDNA T20930; coded for by A. 
thaliana cDNA T43472 [Arabidopsis thaliana] 

135637 

120632_1.R1010 
g2756852 

135638 

120633__1,R1010 

g2756853 

BLASTX 

g4539335 

131 

3.0e-49 

208 

54 

{AL035539) putative protein [Arabidopsis thaliana] 
135639 

120635_1.R1010 

jC-atXP5C89I19T7039al 

BLASTN 

gl6397 

470 

O.Oe+00 

634 

99 

A. thaliana gene for nucleoside diphosphate kinase, axons 



16132 



1-3 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135640 

120639_1.R1010 
jC-atXP5C90C12T7dl 
BLASTX 
g2811031 
588 

5,0e-61 
142 
79 

BETAINE -ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 
>gi_2109299_gb_AAB58165.1_ {AF000132) betaine aldehyde 
dehydrogenase [Amaranthus hypochondriacus] 



Seq. No. 
Contig ID 
5 '-most EST 



135641 

120644_1.R1010 
g958208 



Seq. No. 
Contig ID 
5 '-most EST 



135642 

120650^1. RIOIO 
jC-atXP61C201E15T7dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135643 

120658_1.R1010 

jC-atXP61C199PllT7dl 

BLASTX 

g3152614 

614 

9.0e-64 

163 

80 

{AC004482) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135644 

120666_2.R1010 

gl053908 

BLASTN 

g3510343 

333 

O.Oe+00 

333 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135645 

120678_1.R1010 

jC-atXP61C200F5T7dl 

BLASTX 

g4539335 

76 

l.Oe-40 

82 

99 

(AL035539) putative protein [Arabidopsis thaliana] 



16133 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

-NCBI Description- 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135646 

120698_1.R1010 

jC-atXP61C200K24T7dl 

BLASTX 

g82231 

435 

4.0e-43 

82 
100 

hypothetical protein Bg^ - ^;gommon tobacco chlqroplast 
>gi_22520b_prf 121123tAE "SrF 82 [Nidotiana tabacum] - 

135647 

120704_1.R1010 

gl053798 

BLASTX 

g4406818 

378 

3,0e-36 

114 

61 

(AC006201) putative transcription factor-like protein 
[Arabidopsis thaliana] 

135648 

120710_1.R1010 

jC-atXP61C200O24T7dl 

BLASTX 

g2909448 

212 

9-0e-17 

64 

64 

{AL021929) fadES [Mycobacterium tuberculosis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135649 

120712_1.R1010 

jC-atXP100C268G12T7bl 

BLASTX 

g2462834 

185 

9.0e-25 

179 
39 

{AF000657) hypothetical protein [Arabidopsis thaliana] 
135650 

120722_1.R1010 
gl053911 

135651 

120725_1.R1010 

g2413820 

BLASTX 

g2194118 

166 

2.0e-ll 



16134 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



40 
72 

(AC002062) F20P5.4 gene product [Arabidopsis thaliana] 
135652 

120739_1,R1010 
jC-atXP61C201E2T7dl 

135653 

120749_1.R1010 

jC-atXP61C201F7T7dl 

BLASTN 

gl871173 

476 

O.Oe+00 

501 

98 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

135654 

120754_1.R1010 

jC-atXP61C201H9T7dl 

BLASTN 

g4510360 

210 

l.Oe-114 

398 

100 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

135655 

120757_1,R1010 
jC-atXP61C201H24T7dl 

135656 

120766_1.R1010 

jC-atXP2C77F12T7061al 

BLASTX 

g4191788 

836 

8.0e-90 

157 

100 

{AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

135657 

120802_1.R1010 

jC-atXP62C201P3T7d2 

BLASTX 

gl817535 

144 

l.Oe-08 

54 

52 



16135 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



{D78508) YfiK [Bacillus subtilis] >gi__2633154_emb_CAB12 659_ 
(Z99108) similar to two-component response regulator [YfiJ] 
[Bacillus subtilis] 

135658 

120817_1.R1010 

jC-atXP71CFlE2T7096dl 

BLASTX 

g2909583 

345 ^ ^ 

l.Oe-31 " 

146 

50 

{AL021926) oxcA [Mycobacterium tuberculosis] 
135659 

120821_1.R1010 

jC-atXP62C202M24T7d2 

BLASTX 

g4104561 

289 

5.0e-47 

242 

41 

(AF036960) subtilisin-like protease [Glycine max] 
135660 

120821_2.R1010 

g2758403 

BLASTX 

g4104561 

363 

2.0e-34 

130 

55 

(AF036960) stabtilisin-like protease [Glycine max] 



135661 

120828_1.R1010 

jC-atXP62C202P6T7d2 

BLASTX 

g3193309 

475 

2.0e-47 

169 

57 

{AF069300) No definition line 



found [Arabidopsis thaliana] 



135662 

120851_1.R1010 

jC-atXP62C203F16T7d2 

BLASTX 

g4587607 

521 

7.0e-53 

212 

81 



16136 



NCBI Description 



(AC006951) putative antisense basic fibroblast growth 
factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135663 

120855_1.R1010 

gl054093 

BLASTX 

g2979551 

219 

l.Oe-17 

102^ 
50 

(AC003680) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135664 

120858_1.R1010 

gl054395 

BLASTN 

g2760316 

271 

l.Oe-151 

424 

98 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135665 

120870_1.R1010 

gl054409 

BLASTN 

g3080352 

285 

l.Oe-159 

343 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T5K18 



135666 

120876_1.R1010 

gl054039 

BLASTX 

g4415924 

418 

4.0e-41 

95 
83 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135667 

120877_1.R1010 

g2446036 

BLASTN 

g4415905 

45 



16137 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



6.0e-16 

547 

52 

Arabidopsis thaliana chromosome II BAG F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135668 

120879_1.R1010 

jC-atXP63C203I13T7s2 

BLASTN 

g2058275 

162 

3.0e-86 

162 

100 

A. thaliana atran2 gene 
135669 

120882_1.R1010 

g2446038 

BLASTN 

g4079614 

322 

O.Oe+00 

399 

94 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135670 

120898_1.R1010 

jC-atXP63C203N14T7d2 

BLASTX 

g2460200 

124 

4.0e-15 

137 

38 

(AF020833) eulcaryotic translation initiation factor 3 
subunit [Homo sapiens] 

135671 

120904_1.R1010 
jC-atXP63C203O6T7d2 

135672 

120910_1.R1010 
g2446046 

135673 

120915_2.R1010 
jC-atXP20C116B6T7088al 

135674 

120920^1. RIOIO 
jC-atXP63C204G7T7d2 



16138 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135675 

120922_1.R1010 

g2446061 

BLASTX 

g3269297 

61 

2.0e-16 

77 

58 

{AL030978) putative protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135676 

120922_2.R1010 

gl054096 

BLASTN 

g3046855 

354 

O.Oe+00 

515 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSLl, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135677 

120944_1.R1010 

jC-atXP63C204K18T7d2 

BLASTN 

g4468103 

315 

l.Oe-177 

556 

98 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome A, BAG clone M3E9 



Seq, No. 


135678 


Contig ID 


120946 l.RlOlO 


5 '-most EST 


jC-atXP63C204KlT7d2 


Seq. No. 


135679 


Contig ID 


120948 2,R1010 


5 '-most EST 


jC-atXP63C204K9T7d2 


Method 


BLASTX 


NCBI GI 


gl617270 


BLAST score 


791 


E value 


2.0e-84 


Match length 


197 


% identity 


73 


NCBI Description 


{X94624) acyl-CoA s 


Seq. No, 


135680 


Contig ID 


120953 l.RlOlO 


5 '-most EST 


g906756 


Seq. No, 


135681 


Contig ID 


120956 l.RlOlO 


5 '-most EST 


g2446068 



16139 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

^ Contig lD 
■5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



BLASTX 

g2880054 

389 

l.Oe-37 

76 

96 

(AC002340) putative cytochrome P450 [Arabidopsis thaliana] 
135682 

120961_1.R1010 

g2446070 

BLASTX 

g3892059 

49 

3.0e-36 

101 

79 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

135683 

120961_2.R1010 

jC-atXP63C205D17T7d2 

BLASTX 

g3892059 

778 

4.0e-83 

182 
88 

{AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

135684 

120969_1.R1010 

g2446076 

BLASTN 

g3337347 

202 

l,0e-109 

406 

98 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135685 

120974_1,R1010 

jC-atXP63C205A3T7s2 

BLASTX 

g2342736 

343 

3.0e-32 

65 

100 

(AC002341) unknown protein [Arabidopsis thaliana] 
135686 

120979 l.RlOlO 



16140 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl054441 
BLASTN 
g2342717 
272 

l.Oe-151 

329 

98 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135687 

120986_1.R1010 

jC-atXP63C205C13T7s2 

BLASTN 

g2795802 

339 

O.Oe+00 

423 

95 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



135688 

120997_1.R1010 
g2413482 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135689 

121013_1.R1010 

jC-atXP65C206L10T704 9dl 

BLASTX 

g4585877 

399 

2.0e-38 

277 

38 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135690 

121020_1.R1010 

jC-atXP64C205KlT7dl 

BLASTN 

g2264312 

333 

O.Oe+00 

384 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K16, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 '-most EST 



135691 

121027_1.R1010 
jC-atXP64C205L7T7sl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



135692 

121034_1.R1010 

jC-atXP64C205M23T7dl 

BLASTX 



16141 



® 



NCBI GI 


g3063691 


BLAST score 


515 




2.0e-52 




145 


% identity 


67 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


O e; • LN L/ • 


J- ^ ^ \j -/ ~j 


Contig ID 


121037 l.RlOlO 


5 '-most EST ' 


..gll58685 


O « IN * 


135694 


Contig ID 


121044 l.RlOlO 


5 '-most EST 


gll99979 




J. <J -J \J Zf >J 


Pnnticr ID 


121053 l.RlOlO 




all 5830^0 


O c • IN U • 






X^XUvJO i»I\XVJXv 




a90612T 






NCBI GI 


g4432854 


BLAST score 


158 


III VciXLlfc; 






X VJ u 


^ iHon+''i'l~\7 


36 




^Apnofi'^nni hvnothptlcal Drotein TArabidoDsis thalianal 


0 C • IN \ J • 


135697 


L-ontxy ±u 


^ 91 070 1 Ri 01 0 

x^xvj/u x»r\xuxu 


^ ILlvJo L IIjO X 


rrl 5fi5RZ? 






NCBI GI 


a2809246 


BLAST score 


294 


E value 


vl.Oe-26 


Match length 


163 


% identity 


41 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135698 

121073_1.R1010 

gll58781 

BLASTX 

g3337361 

1042 

l.Oe-114 

194 

97 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



135699 

121074_1.R1010 
g2413829 
BLASTX 
g3337361 



16142 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224 

3.0e-18 

63 

75 

{AC004481) ankyrin-like protein [Arabidopsis thaliana] 
135700 

121096_1.R1010 

jC-atXP65C206O16T7sl 

BLASTN 

g4757414 

349 

O.Oe+00 

406 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MyF24, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135701 

121105_1.R1010 
g2047492 

135702 

121114_1.R1010 

g2048687 

BLASTN 

g4757412 

336 

O.Oe+00 

482 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXK23, complete sequence 

135703 

121119_1.R1010 

g2062775 

BLASTX 

g2983814 

511 

l.Oe-51 

197 

54 

(AE000739) tryptophan synthase beta subunit [Aquifex 
aeolicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135704 

121124_1.R1010 

g936461 

BLASTX 

g2832641 

335 

2.0e-31 

68 

97 

(AL021710) glycolate oxidase - like protein [Arabidopsis 
thaliana] 



16143 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135705 

121125_1.R1010 

jC-atXP65C208J23T7071dl 

BLASTX 

g4741197 

281 

8.0e-25 
145 
43 

(AL049746) 
thaliana] 



aldose l-epimerase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135706 

121141_1.R1010 

jC-atXP66C208N17T7dl 

BLASTN 

g2564045 

277 

l.Oe-154 

415 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K8K14, complete sequence [Arabidopsis thaliana] 

135707 

121144_1.R1010 

gll58479 

BLASTX 

gl36125 

150 

l.Oe-09 

92 

35 

PUTATIVE AC TRANSPOSASE (ORFA) >gi_22113__emb_CAA29005_ 
(X05424) ORFa [Zea mays] 

135708 

121145_1.R1010 

gll58846 

BLASTX 

g3367537 

147 

4.0e-16 

106 

48 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb__U0004 9. This gene is 
continued from unannotated gene on BAG F19K23 gb_AC000375. 
[Arabid v 

135709 

121149_1.R1010 

jC-atXP66C209H10T7dl 

BLASTN 

g2828184 



16144 



BLAST score 


83 


E value 


9.0e-39 


Matcn lengtn 




% identity 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5^ ] 


MSN9, complete sequence [Arabidopsis thaliana] 


beq. NO. 


loO / lU 


Contig ID 


121161 l.RlOlO 


5 '-most EST 


jC-atXP66C210F5T7dl ^ 


Seq. Ho. 


1 c;'7 1 1 
ioO /II 


Lontig lu 


1911 1 Ri fii n 

lZllO-5 l.KXUXU 


0 -most EST 


30 atlArODUZlU(al01 / Ul 


Seq. No. 


loo / iz 


Contig ID 


IzllDO l.KlUlU 


0 mo SI. HiO 1 


y J.±w)0 JZ u 


Metnoa 


■QT 7i CPY 


NCBI GI 


g4455158 


BLAST score 


551 


E value 


z . ue— 0 0 


Match length 


169 


% identity 


70 


NCBI Description 


{AL021687) kinase-like protein [Arabidopsis thai 


Seq, No. 


loo / 1 J 


Contig ID 


IZll/o l.KlUlU 


5 ' -most EST 


jC-atXPobCzllr oi /ul 


Seq. No. 


1 '3 c;'7 1 A 
1 Jo /14 


Contig ID 


1011Q1 1 Dinin 
IZllol l.Kiuiu 


E: I •mr^.i-<4- "COT" 

D — mos L iiib i 


/-t1 1 Ron^n 
y 1 13 J u 


Method 


iiliAb i A 


NCBI GI 


^0 Q 0 QQ Q Q 

gzozyyy y 


BLAST score 


194 


E value 


l.Oe-14 


Match length 


64 


^ Identity 


oy 


NCBI Description 


^iaLfUUZjii/ Similar to i j-ptsii-niy _Liivj.u.i^t;(j. ^j-vjuclh/ 




gp AJ001449 2465015 and major#latex protein. 




gp X91961 1107495 [Arabidopsis thaliana] 


beq. No. 


1 "3 c: T 1 R 
loO / 10 


Contig ID 


IZ 11 00 l.KlUlU 


5 '-most EST 


gll59u0 / 


Seq. No. 


loo /Id 


Contig ID 


Izliyi l.RlUlU 


C ? w.An4- "Corn 

0 -most Ebi 


_T -! C QH 1 1 

giioyuii 


Method 


JdIiAo i A 




gz D D yz z 


BLAST score 


148 


E value 


2.0e-09 


Match length 


92 


% identity 


35 


NCBI Description 


SOS RIBOSOMAL PROTEIN L13 >gi 97861 pir S23063 



ribosomal 



16145 




protein L13 - Staphylococcus carnosus 

>gi_46912_enib_CAA45367_ (X63912) ribosomal protein L13 

[Staphylococcus carnosus] >gi_383760__prf 1904196A 

ribosomal protein L13 [Staphylococcus carnosus] 



beg. JNO. 


135717 




v^onuxy xu 


121192 1. 


RIOIO 


D lUOSI- IIjOX 


gll59012 




Seq. No. 


135718 




r^/~\-r>-i- -i T Pi 

L-onLig lu 


121194_1.R1010 


0 IllOSU HjOi 


gll58591 




Method, 


BLASTX 






g2864615 




JjJjriO 1 o L*UX c 


367 




E value 


l.Oe-40 




Match length 


138 




% identity 


70 






(AL021811) putai 


Seq, No. 


135719 




Contig ID 


121213 1, 


RIOIO 


5 '-most EST 


gll58626 




Method 


BLASTN 




NCBI GI 


g2182285 




BLAST score 


116 




E value 


2.0e-58 




Match length 


384 




% identity 


96 




NCBI Description 


Sequence 


of BAG 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



If complete sequence [Arabidopsis thaliana] 
135720 

121221_1. RIOIO 

gll58640 

BLASTX 

g3249096 

453 

4.0e-45 

110 

27 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135721 

121224_1. 

gll59062 

BLASTX 

gl931652 

514 

3.0e-52 

114 

87 

(U95973) 



RIOIO 



phosphatidylinositol-4-phosphate 5-kinase isolog 



[Arabidopsis thaliana] 



16146 



® 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5* -most EST 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135722 

121228_1.R1010 
gll59067 

135723 

121231_1.R1010 

gll59073 

BLASTN 

g3063690 

316 

l.Oe-178 

463 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
{ESSAII project) 

135724 

121255_1.R1010 
gll58665 



135725 

121258_1.R1010 

jC-atXP68C214F17T7sl 

BLASTN 

g4159705 

520 

O.Oe+00 

610 

98 

Arabidopsis thaliana genomic DNA, 
MGD8, complete sequence 



chromosome 3, PI clone 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135726 

121290_1.R1010 

gll59161 

BLASTN 

g4757388 

361 

O.Oe+00 

462 

95 

Arabidopsis thaliana genomic DNA, 
F15L12, complete sequence 



chromosome 5, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135727 

121294_1.R1010 

g3449412 

BLASTN 

g4159706 

184 

5.0e-99 

309 

96 

Arabidopsis thaliana genomic 
MGL6, complete sequence 



DNA, chromosome 3, PI clone 



16147 



Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



135728 

121299_1.R1010 
gll59549 

135729 

121307_1.R1010 

g550267 

BLASTN 

g2564046 

309 

l.Oe-173 

349 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 

135730 

121338_1.R1010 
gll59231 

135731 

121347_1.R1010 

gll59610 

BLASTX 

gl730107 

174 

2.0e-12 

108 

36 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_421870_pir S33144 anthocyanidin 

hydroxylase - apple tree >gi_296844_emb_CAA50498_ (X71360) 
anthocyanidin hydroxylase [Malus sp.] 
>gi_4588783_gb_AAD26205.1_AF117269_l (AF117269) 
anthocyanidin synthase [Malus domestical 

135732 

121359_1.R1010 

g2596253 

BLASTX 

g4128197 

142 

l.Oe-08 

49 

61 

(U75273) acyl-CoA binding protein [Arabidopsis thaliana] 
135733 

121360_1, RIGID 
jC-atXP6C90H3T7sl 



135734 

121371_1. 

g2393647 

BLASTN 

g4678705 

238 



RIOIO 



16148 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-131 

322 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
[ESSA project) 

135735 

121383_1.R1010 

jC-atXP6C90L24T7dl 

BLASTN 

g3702737 

283 

l.Oe-158 

327 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN2, complete sequence [Arabidopsis thaliana] 

135736 

121385_1.R1010 

g773541 

BLASTX 

g2213601 

840 

2.0e-90 
196 

81 

(AC000348) T7N9.21 [Arabidopsis thaliana] 
135737 

121391_1.R1010 

g2393651 

BLASTN 

g3702737 

171 

3.0e-91 

345 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN2, complete sequence [Arabidopsis thaliana] 

135738 

121396_1.R1010 
jC-atXP6C90M3T7dl 

135739 

121422_1.R1010 
g2756858 

135740 

121432_1.R1010 

g2393657 

BLASTN 

g4584387 

324 

O.Oe+00 
446 



16149 



% . identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7J7 



135741 

121445_1.R1010 

jC-atXP6C91C2T7dl 

BLASTN 

g2696018 

405 

0. Oe+00 

506 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

135742 

121451_1.R1010 
jC-atXP6C91C4T7dl 

135743 

121459_1.R1010 

jC-atXP44C170H13T7036al 

BLASTX 

g2565436 

218 

3.0e-17 

115 

42 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
135744 

121484_1.R1010 

jC-atXP6C91E5T7d2 

BLASTX 

g4056500 

477 

l.Oe-53 

127 

94 

{AC005896) putative acetyltransf erase [Arabidopsis 
thaliana] 

135745 

121487_1,R1010 

gl565782 

BLASTX 

gl723376 

77 

4.0e-18 

125 
44 

HYPOTHETICAL 20.1 KD PROTEIN IN YCF37-PSAF INTERGENIC 

REGION (ORF174) >gi_2147509__pir S73113 hypothetical 

protein 174 - Porphyra purpurea chloroplast >gi_127 6658 
{U38804) ORF174 [Porphyra purpurea] 



16150 



O i~r XT*-*. 

be<5- iNO. 


1 / o 




1914 Q7 1 pinin 




rr97 4 788^7 


Method 




NCBI GI 


g2827541 


BLAST score 


495 


Zi value 






1 n^^ 

i. U O 


% identity 




NCBI Description 


^i-LUUZ X DOO J ^U-L-dC-LVc _^I.^JueXil dJ^-Hj-^J^o -l o una. j_ -1-0.1x0. j 


Seq* No. 


1 e;7 4 7 
loo / ^ / 


uonrig lu 


191R9P 1 T5inin 


D iLlUoL. EjO i 


-ir-^t-y^7nr??i n fiT7Hi 


i*iex-noa 


RT Zi'^TN 

OJ-irlO 1 IN 


NCBI GI 


*^9 Q1 4 f^R fi 

gz ;?ifi DO 0 


BLAST score 


4 63 


E value 


0,0e+00 


riatcn ienyx.n 


y J 


% identity 


^0 


NCBI Description 


aXJlClOtJo 1 0 Ullo-L ± oiiCl vJitlvJO *JiLLC XX OZ-lO X "a J_i / y ^ i ± v— 


OoqUCXlL't;/ OUlU^XcUC ocv^U.<SiH-^C Lri.XCliJXiJ.^^oxo L.iia.-i- j-o-iio. j 


beq. JNO . 


1 R7 AP 
1 J 0 / ^ 0 


uontig lu 


1911^/17 1 Rinin 

IZIO^/ l.KlUlU 


0 — niOSc riOi 


-ir*— ;:3-l-Y^71 (^991 H94T7<59 


Method 


JdLiHo J. a 


NCBI GI 


g4249403 


BLAST score 


617 


E value 


0 . ue— o4 


Matcii length 


14U 


% identity 


89 


NCBI Description 


{AC006072) unknown protein [Arabidopsis thaliana] 


beq, JNO. 


1 R 7 4 Q 
100 / ^ y 


Contig ID 


IZlODO I.KIUIU 


D. -most EST 


An ^■!-VD71 0999 T1 PTTHQ Qril 


Seq. No. 


1 0 c "7 c n 

loo / oU 


Contig ID 


iZlO/l l.KlUlU 


0 — ItlOSt Hibi 


r'„-i-}-vp7 1 P999M1 4T7 C5 9 


Method 


DliiiO i LN 


NLnX bl 


go4 4 yolo 


BLAST score 


153 


E value 


4.0e-80 


Match length 


DO y 


% identity 


0 0 


NCBI Description 


iiraDiQopsis T,naiia.ns genoiuic urM/i^ oiixuiLiuouiiLc xr^v^ 




i\zXJro/ coitipiene sequence [/iraoiuopsio Liicixxciiia j 


Seq. No- 


loo / 0 1 


Contig ID 


Izlo /4 1 . RlUlU 


5 '-most EST 


jC-atXP71C222M6T7s2 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


274 


E value 


l.Oe-153 



16151 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



349 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2A18, complete sequence [Arabidopsis thaliana] 

135752 

121584_1.R1010 
jC-atXP71C22209T7s2 

135753 

121589_1.R1010 
gll59394 

135754 

121591_1.R1010 

jC-atXP72C221M23T7dl 

BLASTX 

g2078350 

612 

l.Oe-63 

160 

77 

(U95923) transaldolase [Solanum tuberosum] 
135755 

121604_1.R1010 

gl216552 

BLASTX 

g2492519 

613 

l.Oe-72 

152 

93 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

135756 

121618_1.R1010 

jC-atXP72C22106T7dl 

BLASTN 

g2264305 

306 

l.Oe-172 

409 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

135757 

121645_1.R1010 

jC-atXP121C95J22T7068dl 

BLASTX 

g4454032 

189 

5.0e-14 
131 



16152 



% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

(AL035394) 



putative protein [Arabidopsis thaliana] 



135758 

121722_1.R1010 
g2393388 

135759 

121727_1.R1010 

jC-atXP75C226L2T7dl 

BLASTN 

g2570223 

556 

O.Oe+00 

614 

100 

Arabidopsis thaliana chromosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Contig ID 
5 '-most EST 



135760 

121745_1.R1010 

jC-atXP75C228D21T7dl 

BLASTX 

g2982464 

225 

3.0e-18 

112 

40 

(AL022223) putative protein [Arabidopsis thaliana] 
135761 

121756_1.R1010 

j C-atXP7 5C22 8 F2 0T7dl 

BLASTN 

g3241927 

676 

O.Oe+00 

684 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTE17, complete sequence [Arabidopsis thaliana] 



135762 

121803_1.R1010 

jC-atXP76C226021T7sl 

BLASTN 

g4586098 

333 

O.Oe+00 

389 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

135763 

121809_1.R1010 
g2412862 



BAC clone F16J13 



16153 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2618691 

406 

l.Oe-39 

111 

75 

(AC002510) putative chloroplast envelope Ca2-f-ATPase 
[Arabidopsis thaliana] 

135764 

121899_1.R1010 

jC-atXP76C227L17T7dl 

BLASTX 

g3776567 

336 

9.0e-84 

183 

86 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A, 
thaliana BAC gb__AC002560 . EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

135765 

121903_1.R1010 

gl216747 

BLASTN 

g3869067 

372 

O.Oe+00 

459 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

135766 

121905_1.R1010 

gl216749 

BLASTX 

g3912919 

597 

9.0e-70 

142 

97 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
135767 

121926_1.R1010 

g2749655 

BLASTX 

g3738296 

247 

7.0e-21 

112 
46 

(AC005309) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



135768 



16154 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121926_2.R1010 

g958238 

BLASTN 

g2656026 

458 

O.Oe+00 

526 

98 

Arabidopsis thaliana genomic DNA, 
MDF20 



chromosome 5, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135769 

121944_1.R1010 

gl217339 

BLASTN 

g3608126 

211 

l.Oe-115 

430 

99 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135770 

121948_1.R1010 

gl217334 

BLASTX 

g2832618 

512 

5-0e-52 

138 

43 

(AL021711) putative protein [Arabidopsis thaliana] 
135771 

121955_1.R1010 

g2749507 

BLASTX 

g2117725 

371 

2.0e-35 

87 

80 

1, 4-alpha-glucan branching enzyme (EC 2 
SBE2.2 precursor - Arabidopsis thaliana 
>gi_726490 (U22428) starch branching enzyme class II 
[Arabidopsis thaliana] 



4.1.18) isoform 
(fragment) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No- 
Contig ID 
5 '-most EST 



135772 

121978_1.R1010 
gl217107 

135773 

121979_1.R1010 
g2749283 



Seq. No. 



135774 



16155 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122004_1.R1010 

jC-atXP77C230H20T7dl 

BLASTN 

g2656032 

152 

6.0e-80 

425 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 
Contig ID 
5 '-most EST 



135775 

122019_1.R1010 
jC-atXP77C230K17T7dl 



Seq, No. 
Contig ID 
5 '-most EST 



135776 

122045_1.R1010 
jC-atXP7C91I21T7dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135777 

122065_1.R1010 

jC-atXP7C91K17T7dl 

BLASTX 

g3337352 

250 

2.0e-29 

138 
59 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135778 

122067_1.R1010 

g3450510 

BLASTN 

g4581103 

150 

l.Oe-78 

393 

93 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135779 

122072_1.R1010 

jC-atXP7C91L10T7sl 

BLASTX 

g2194119 

445 

2.0e-44 

86 

94 

(AC002062) No definition line found [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



135780 

122073_1.R1010 
jC-atXP7C91L2T7dl 



16156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 • -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2252851 

689 =^ 

l.Oe-72 

171 

87 

(AF013294) No definition line found [Arabidopsis thaliana] 
135781 

122076_1.R1010 

jC-atXP7C91M17T7dl 

BLASTX 

g4056462 

662 

9.0e-70 

128 

96 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb__F15117, gb_R83958 and gb_586262 come from this gene* 
[Arabidopsis thaliana] 

135782 

122077__1.R1010 

g2393671 

BLASTX 

g3337352 

59 

8.0e-15 

70 

64 

(AC004481) putative chromatin structural protein Supt5hp 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135783 

122083_1.R1010 

g2393673 

BLASTN 

g2252848 

354 

O.Oe+00 

390 

98 

Arabidopsis thaliana BAC TM018A10 
135784 

122087_1.R1010 

g2393679 

BLASTX 

g2495120 

207 

3,0e-16 

102 
40 

POSSIBLE THIOPHENE AND FURAN OXIDATION PROTEIN THDF 
>gi_1652979_dbj_BAA17896_ (D90910) thiophen and furan 



16157 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oxidation protein [Synechocystis sp.] 
135785 

122089_1.R1010 
g2393677 

135786 

122094_1.R1010 
g2757021 

135787 

122095_1.R1010 

jC-atXP7C91P20T7dl 

BLASTX 

gl524359 

408 

7.0e-40 

135 

60 

(X98090) GTPase [Synechocystis PCC6803] 
135788 

122098_1.R1010 

g2047552 

BLASTX 

g4581117 

554 

2.0e-58 

121 

93 

{AC005825) putative ubiquitin-conjugating enzyme 
E2;GB:T214 83 appears to be a partially-spliced transcript 
from this gene [Arabidopsis thaliana] 

135789 

122109_1.R1010 

gl565823 

BLASTX 

gl709358 

176 

l.Oe-12 

98 

38 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ {Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135790 

122126_1, 

g3450482 

BLASTN 

g2980787 



RIOIO 



16158 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

l.Oe-157 

459 
62 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

135791 

122131_1.R1010 

g2747550 

BLASTX 

g3335374 

605 

6.0e-63 

123 

95 

(AC003028) glutaredoxin-like protein [Arabidopsis thaliana] 
135792 

122144_1.R1010 

jC-atXP7C92D2T7sl 

BLASTX 

g3386565 

218 

l.Oe-17 

69 

64 

(AF0795B8) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135793 

122150_1.R1010 

g2748394 

BLASTX 

g3080441 

185 

9.0e-14 

96 

50 

(AL022605) putative protein [Arabidopsis thaliana] 
135794 

122152_1.R1010 

jC-atXP80C231LlT7dl 

BLASTN 

g4220644 

404 

O.Oe+00 

453 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



135795 

122184_1.R1010 

gl217470 

BLASTN 



16159 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5; -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510344 
203 

l.Oe-110 

495 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJG14, complete sequence [Arabidopsis thaliana] 



PI clone 



135796 

122213_1.R1010 

g2047786 

BLASTX 

g2244898 

127 

8.0e-07 

81 

50 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

135797 

122274_1.R1010 

jC-atXP80C240I16T7dl 

BLASTN 

g2244870 

447 

O.Oe+00 

506 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

135798 

122298_1.R1010 

g396863 

BLASTN 

g4589409 

317 

l.Oe-178 

325 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F17P19, complete sequence 

135799 

122303_1.R1010 

jC-atXP29C138K22T7095dl 

BLASTX 

g3128184 

151 

2.0e-99 

204 

90 

{AC004521) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



135800 

122303 2.R1010 



16160 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl217247 
BLASTX 
g3128184 
501 

l.Oe-50 

141 

74 

(AC004521) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135801 

122312_1.R1010 

jC-atXP12C103A10T7042al 

BLASTN 

g3766106 

371 

O.Oe+00 

564 

99 

Arabidopsis thaliana chromosome 1 BAG F9K20 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Contig ID 
5 '-most EST 



135802 

122322_1.R1010 
g2048559 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135803 

122323_1.R1010 

jC-atXP81C240J5T7dl 

BLASTX 

g4191791 

368 

4.0e-66 

129 

99 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135804 

122328__1.R1010 

jC-atXP81C240K17T7dl 

BLASTX 

g4589123 

293 

3.0e-26 

125 

52 

(AF126374) Atl4a protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135805 

122337_1.R1010 

g493432 

BLASTX 

g4539416 

741 

2.0e-80 

196 

85 



16161 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



{AL049171) 1-aminocyclopropane-l-carboxylate synthase-like 
protein [Arabidopsis thaliana] 

135806 

122338_1.R1010 

g507023 

BLASTX 

g4539416 

149 

9.0e-12 

39 

97 

{AL04 9171) 1-aminocyclopropane-l-carboxylate synthase-like 
protein [Arabidopsis thaliana] 

135807 

122348_1.R1010 

jC-atXP81C240L8T7dl 

BLASTN 

g4510360 

453 

O.Oe+00 

509 

98 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

135808 

122352_1.R1010 

jC-atXP81C240M10T7sl 

BLASTN 

g2827538 

283 

l.Oe-158 

363 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

135809 

122457_1.R1010 

gl269287 

BLASTN 

g4165340 

276 

l.Oe-154 

463 

100 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135810 

122460_1.R1010 

jC-atXP88C241PllT7sl 

BLASTN 

g4581084 

354 



16162 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No., 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



O.Oe+00 

409 

96 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

135811 

122482_1.R1010 

gl269300 

BLASTX 

g2288985 

330 

l.Oe-30 

119 

54 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
135812 

122486_1.R1010 

g496838 

BLASTX 

g3618316 

224 

3.0e-24 

99 

46 

(AB001886) zinc finger protein [Oryza sativa] 



135813 

122501_1.R1010 

gl269312 

BLASTN 

g4589439 

262 

l.Oe-145 

416 

97 

Arabidopsis thaliana genomic DNA, 
MQMl, complete sequence 



chromosome 5, PI clone 



135814 

122555_1.R1010 

jC-atXP88C242G7T7dl 

BLASTN 

g4732167 

178 

2.0e-95 

392 

92 

Arabidopsis thaliana BAC F28D6 



135815 

122572_1. 

gl269355 

BLASTX 

g4581143 

234 



RIOIO 



16163 



E value 
Match length 
% identity 
NCBI Description 



2.0e-19 

109 

39 

{AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135816 

122580_1.R1010 

jC-atXP123C162F21T7081dl 

BLASTN 

g3047060 

195 

l.Oe-105 

478 

95 

Arabidopsis thaliana BAC F7N22 
135817 

122587_1.R1010 

gl269365 

BLASTN 

gl313929 

268 

l.Oe-149 

624 

86 

B.oleracea mRNA for IFA binding protein 
135818 

122591__1.R1010 

gl269434 

BLASTX 

g3080446 

439 

2.0e-43 

153 

63 

(AL022605) puative protein [Arabidopsis thaliana] 
135819 

122602_1.R1010 

gl6700 

BLASTX 

g2505874 

639 

7,0e-67 

123 

99 

(Y12776) putative kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135820 

122604_1.R1010 

gl269443 

BLASTN 

g4519195 

147 

7.0e-77 
417 



16164 







NCBI Description 


Arabidopsis thaliana genomic 




MQ,C12, complete sequence 


O ^ • IN u • 


X tJ >J V ^ X 


r^/^r^-h n rr TPl 


XZ.^VfXX XttiXXUXV 


0 mOSL JLiOl 




oeq. wo. 




v^Oiiuxg xu 


X^^UXO X.CxXVJXU 




j \^ O. X^^\^X<J_/OXi^X / VJv/UCL-L 






NCBI GI 


g3269285 


BLAST score 


394 


III vciXUc 




rid Utw-XJL X^iiy Uii 


91 R 

^ X J 


% identity 


44 


NCBI Description 


(AL030978) hypothetical prot 


beq. NO* 


1 '^^QO'^ 
XOOtJZO 


-n -h T /T Tn 


^ 9911 A 1 R1 01 0 

XZ.Z. / Xrz X.I\XUXW 


^ * — Tn/^o-l- T C! T* 
0 mOST, lijOi 


-1 r* — Qr'9 4 RPI fiT7H1 

J Vj- at-A-XT O 4 OCj X O X f t-lX 


oeCj • NO . 


XjOC5ii.fi 


uontzig lu 


1 9979'^ 1 R1 01 n 
X^^/^j X.r\.XUXU 


D lUOSu HjDI 


-ir'-ai-y^fir'Q9ni 7t7H1 




PJ-lfliJ X Vi 


LN^DX vJX 


rrl 707006 


BLAST score 


336 


E value 


O.Oe+00 


ixiaxcn xengiifi 


0/0 


^ laenrxTzy 


Q7 


iMk^DX iycoOX X^ l_X\JJ[i 


rAXctiJXLlvJ^oXo Uiidx Xdiid oiixvjiiLwo 




sequence/ compxeL-e sequence 


oeq» NO. 




uonxig lu 


T ooTiA 1 Pi ni n 

1 Z>^ X.KXUXU 


o most, cjo 1 




Lie L.iik./u 




NCBI GI 


g3135277 


BLAST score 


157 


E value 


3.0e-10 


Match length 


119 


% identity 


38 



NCBI Description 



{AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191776 (AC005917) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135826 

122736_1, 

g3450543 

BLASTN 

g3928074 

317 

l.Oe-178 

366 

98 



RIOIO 



16165 



NCBI Description Arabidopsis thaliana chromosome II BAG T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135827' 

122755_1.R1010 
jC-atXP8C92H10T7dl 

135828 

122762_1.R1010 

jC-atXP8C92H24T7sl 

BLASTX 

g3355480 

91 

l.Oe-12 

137 

44 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

135829 

122775__1.R1010 
jC-atXP8C92J13T7dl 

135830 

122779_1.R1010 

jC-atXP8C92J24T7dl 

BLASTN 

g4220468 

404 

0,0e+00 

506 

94 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135831 

122783_1,R1010 

jC-atXP8C92KllT7dl 

BLASTX 

g4056432 

865 

3,0e-93 

167 

100 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

135832 

122787_1.R1010 

jC-atXP8C92K15T7sl 

BLASTN 

g4678340 

400 

O.Oe+00 
468 



16166 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



97 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 

135833 

122791_1-R1010 
jC-atXP8C92KlT7sl 



135834 

122792_1.R1010 

g2393697 

BLASTN 

g2833627 

415 

O.Oe-i-00 

519 

96 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



T29H11 



1 BAC F1707 complete 



135835 

122797__1.R1010 

jC-atXP8C92L10T7sl 

BLASTN 

g2351069 

163 

2.0e-86 

412 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

135836 

122802_1.R1010 

g2393700 

BLASTN 

g4220632 

383 

O.Oe+00 

513 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K6M13, complete sequence [Arabidopsis thaliana] 

135837 

122802__2.R1010 

jC-atXP8C92L5T7sl 

BLASTX 

g4835236 

387 

2.0e-37 

133 

62 

{AL049862) putative protein [Arabidopsis thaliana] 
135838 

122804 l.RlOlO 



16167 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP8C92L7T7sl 

BLASTN 

g3873174 

341 

O.Oe+00 

453 

96 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

135839 

122810_1.R1010 

jC-atXP8C92M22T7dl 

BLASTX 

g3892714 

83 

2.0e-30 

99 

81 

{AL033545) trehalose-6-phosphate phosphatase-like protein 
[Arabidopsis thaliana] 

135840 

122819_1.R1010 

gl216024 

BLASTN 

g4757678 

35 

4.0e-10 

123 
82 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135841 

122822_1.R1010 
jC-atXP8C92N21T7sl 

135842 

122823_1.R1010 

g3450557 

BLASTX 

g872116 

57 

7.0e-18 

82 

58 

{X79770) sti (stress inducible protein) 
135843 

122824_1.R1010 

jC-atXP104CE10DllT7bl 

BLASTX 

g872116 

687 

3.0e-72 
158 



[Glycine max] 



16168 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 
Contig ID 



31 

(X79770) sti (stress inducible protein) [Glycine max] 
135844 

122830_1.R1010 
jC-atXP8C92018T7dl 

135845 

122834_1.R1010 

jC-atXP8C9204T7dl 

BLASTN 

g3869065 

448 

0. Oe+00 

517 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

135846 

122838_1.R1010 

g2393712 

BLASTX 

g4388834 

351 

5.0e-33 

107 

60 

(AC006528) putative disease resistance protein RPPl, 3' 
partial [Arabidopsis thaliana] 

135847 

122838_2.R1010 

g2748854 

BLASTX 

g3757516 

439 

2.0e-43 

144 

58 

(AC005167) putative TMV resistance protein [Arabidopsis 
thaliana] 

135848 

122859_1.R1010 

gl269391 

BLASTN 

g3337347 

446 

O.Oe+00 

462 

99 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135849 

122887 l.RlOlO 



16169 




5 '-most EST 


gl269399 
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al26950^Q 
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RT.A^TX 


NCBI GI 


g2344900 


BLAST score 


509 




9. Oe-52 
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al2695T7 






NCBI GI 


g2104951 


BLAST score 


307 


E V3.1u.e 




1X10.1, cn ±eiiytxi 


0 0 


% identity 


66 


NCBI Description 


{U96717) MAP kinase-like protein [Selaginella lepidophylla] 


oeCJ. EMO. 
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BLAST score 
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JDXirlO 1 oOUXc 


439 


E value 


l.Oe-42 


Match length 


87 


% identity 


99 


NCBI Description 


{AC006585) putative tyrosine transaminase [Arabidopsis 




thaliana] 



Seq. No, 135856 



16170 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122963_1.R1010 

jC-atXP90C246CllT7d2 

BLASTN 

g3293582 

125 

7.0e-64 

342 
99 

Arabidopsis thaliana BAC T15F16 
135857 

122964_1.R1010 
jC-atXP90C24 6C16T7d2 

135858 

122973_1.R1010 

g2748419 

BLASTX 

g3068714 

419 

4.0e-41 

157 

60 

(AF04 9236) unknown [Arabidopsis thaliana] 
135859 

122992_1.R1010 

jC-atXP90C246G18T7d2 

BLASTX 

g2344894 

186 

7.0e-36 

144 

65 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
135860 

123008_1,R1010 

gl269596 

BLASTX 

g3688188 

726 

5.0e-77 

141 

97 

(AL031804) pyruvate decarboxylase-1 (Pdcl) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135861 

123009_1, 

g510754 

BLASTX 

g3688188 

125 

l.Oe-44 

90 

100 



RIOIO 



16171 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL031804) pyruvate decarboxylase-1 (Pdcl) [Arabidopsis 
thaliana] 

135862 

123020_1-R1010 

g2047935 

BLASTX 

g2190547 

253 

l.Oe-21 

128 

49 

{AC001229) ESTs 

gb_T43256,gb_46316,gb_N64930,gb_AA395255,gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 

135863 

123024_1.R1010 

gl269609 

BLASTN 

g3241925 

309 

l.Oe-173 

342 

97 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 

135864 

123034_1.R1010 

jC-atXP91C247G10T7dl 

BLASTN 

g3335331 

372 

O.Oe+00 

404 

70 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

135865 

123042_1.R1010 
jC-atXP91C247H16T7dl 

135866 

123052_1.R1010 

g2722056 

BLASTX 

g4835234 

429 

3.0e-42 

89 

93 

(AL049862) putative cold acclimation protein [Arabidopsis 
thaliana] 



Seq, No, 



135867 



16172 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123071_1.R1010 

jC-atXP92C247N12T7074dl 

BLASTN 

g3941523 

40 

7.0e-13 

40 

100 

Arabidopsis thaliana putative transcription factor {MYB92) 
mRNA, complete cds 

135868 

123072_1.R1010 

jC-atXP92C247N23T7082dl 

BLASTX 

g3426051 

428 

7.0e-42 

185 
49 

{AC005168) hypothetical protein [Arabidopsis thaliana] 
135869 

123073_1.R1010 

j C-atXP92C2 4 6O22T7052dl 

BLASTX 

g3980385 

605 

3.0e-66 

145 

92 

(AC004561) putative 18 kDa class I heat shock protein 
[Arabidopsis thaliana] 

135870 

123094_1.R1010 

jC-atXP92C249C14T7053dl 

BLASTX 

g2244817 

635 

3.0e-66 

207 
69 

(Z97336) disease resistance protein RPS2 homolog 
[Arabidopsis thaliana] 

135871 

123095_1.R1010 

j C-atXP94CGllA10T7bl 

BLASTN 

g4589440 

159 

7.0e-84 

582 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



16173 



Seq. No. 

Cohtig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135872 

123098_1,R1010 

jC-atXP92C24 9D16T7077dl 

BLASTX 

g2129641 

609 

3.0e-63 

152 

71 

major latex protein type 
>gi 1107493_emb_CAA63026_ 



1 - Arabidopsis thaliana 
(X91960) major latex protein 



typel [Arabidopsis thaliana] 
135873 

123102_1.R1010 

jC-atXP92C246O18T7028dl 

BLASTN 

g4589446 

415 

O.Oe+00 

487 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T12B11, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135874 

123109_1.R1010 

jC-atXP96C24 8A15T7bl 

BLASTN 

g3941523 

52 

4.0e-20 

52 

100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

135875 

123111_1.R1010 

jC-atXP96C248C23T7bl 

BLASTN 

g3941523 

51 

2.0e-19 

51 

100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

135876 

123113_1.R1010 

jC-atXP96C248B22T7bl 

BLASTX 

g2264368 

457 

2.0e-45 



16174 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
100 

(AC002354) putative tetracycline transporter-like protein 
[Arabidopsis thaliana] 

135877 

123118_1.R1010 

jC-atXP96C248D13T7bl 

BLASTN 

g3800746 

50 

7.0e-19 

50 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

135878 

123126_1.R1010 

jC-atXP96C248ll6T7bl 

BLASTX 

g2072720 

368 

6.0e-35 

181 

46 

(Z95121) hypothetical protein Rv3253c [Mycobacterium 
tuberculosis] 



Seq. No. 


135879 


Contig ID 


123128 l.RlOlO 


5 '-most EST 


jC-atXP96C248J10T7bl 


Method 


BLASTX 


NCBI GI 


g2660673 


BLAST score 


545 


E value 


l.Oe-55 


Match length 


184 


% identity 


26 


NCBI Description 


{AC002342) unknown protein [Arab 


Seq. No. 


135880 


Contig ID 


123137 l.RlOlO 


5 '-most EST 


jC-atXP96C24 8E9T7bl 


Method 


BLASTN 


NCBI GI 


g3461810 


BLAST score 


197 


E value 


l.Oe-106 


Match length 


376 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 135881 

Contig ID 123150_1 . RIOIO 

5 '-most EST jC-atXP96C250A3T7bl 

Method BLASTN 

NCBI GI g2656028 



16175 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

5.0e-63 

574 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135882 

123161__1.R1010 

jC-atXP96C250F9T7dl 

BLASTN 

gl707006 

210 

l.Oe-114 

254 

96 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135883 

123162_1.R1010 

jC-atXP97C24 9M14T7dl 

BLASTN 

g4519188 

670 

O.Oe+00 

713 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21L19, complete ' sequence 

135884 

123163__1.R1010 

jC-atXP13C104C2T7042al 

BLASTN 

g2290120 

57 

5,0e-23 

61 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135885 

123165_1.R1010 

gl327783 

BLASTX 

gl628622 

317 

3.0e-29 

95 

61 

(U72631) flavonol synthase [Arabidopsis thaliana] 
>gi_1805305 (U84258) flavonol synthase [Arabidopsis 
thaliana] >gi_1805307 (U84259) flavonol synthase 
[Arabidopsis thaliana] >gi_1805309 (U84260) flavonol 
synthase [Arabidopsis thaliana] 



16176 



Seq. No. 

Cantig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135886 

123173_1.R1010 

gl520687 

BLASTX 

g4490718 

1123 

l.Oe-123 

261 

84 

(AL035709) bZIP transcription 
[Arabidopsis thaliana] 

135887 

123177_1.R1010 

gl520694 

BLASTX 

g2723477 

499 

2.0e-50 

167 
63 

(D89824) GTP-binding protein 
135888 

123183_1.R1010 

jC-atXP97C251F20T7dl 

BLASTN 

g4589440 

331 

O.Oe+00 

767 

83 

Arabidopsis thaliana genomic 
MSD21, complete sequence 

135889 

123191_1.R1010 

g2393715 

BLASTX 

g4056480 

197 

3,0e-19 

103 

54 

{AC005896) putative adenylate 
135890 

123195_1.R1010 

g2596342 

BLASTX 

g3249077 

509 

l.Oe-51 

95 

100 

<AC004473) Similar to prunasin 

16177 



factor-like protein 



[Arabidopsis thaliana] 



DNA, chromosome 3, PI clone: 



kinase [Arabidopsis thaliana] 



hydrolase precursor 



Seq. No* 
Contig ID 
5 '-most EST 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_U50201 from Prunus serotina. ESTs gb_T21225 and 
gb_AA586305 come from this gene. [Arabidopsis thaliana] 

135891 

123200_1.R1010 
jC-atXP9C93E19T7sl 

135892 

123212_1,R1010 

g2596378 

BLASTN 

g3510343 

144 

3.0e-75 

341 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

135893 

123213_1.R1010 

jC-atXP9C93I10T7sl 

BLASTN 

g3510343 

114 

4.0e-57 

475 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

135894 

123217_1.R1010 
jC-atXP9C93I15T7dl 

135895 

123229_1.R1010 

g2757051 

BLASTN 

g3241925 

502 

O.Oe+00 

518 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135896 

123236_1.R1010 

g2048822 

BLASTN 

g4263373 

231 

l,0e-127 

479 

97 

Arabidopsis thaliana BAC T15G18 from chromosome IV, 



near 25 



16178 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cM, complete sequence [Arabidopsis thaliana] 
135897 

123253_1.R1010 

jC-atXP74C223N13T7004dl 

BLASTX 

g4507229 

517 

3.0e-52 

160 

62 

Succinic semialdehyde dehydrogenase 

>gi_37 66467_emb_CAA72076_ (Y11192) NAD+ dependent succinic 
semialdehyde dehydrogenase [Homo sapiens] 
>gi_4164365_emb_CAA20248_ {AL031230) dJ73M23.2 
(NAD+-dependent succinic semialdehyde dehydrogenase (SSADH^ 
EC 1.2.1.24)) [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135898 

123253_2.R1010 

g2048825 

BLASTX 

gl800047 

264 

6.0e-23 
69 
68 

(D90890) 
1.2.1,16) 



SUCCINATE-SEMIALDEHYDE DEHYDROGENASE {NADP+) 
(SSDH) . [Escherichia coli] 



(EC 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



135899 

123255_1.R1010 

jC-atXP9C93P6T7sl 

BLASTN 

g4589425 

436 

0,0e+00 

616 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBAIO, complete sequence 

135900 

123256_1.R1010 

g2756934 

BLASTX 

gll72498 

375 

6.0e-45 

132 

81 

PHYTOCHROME E >gi_1076376_j)ir S46313 phytochrome E - 

Arabidopsis thaliana >gi_452817_emb_CAA54075__ {X76610) 
phytochrome E [Arabidopsis thaliana] 

135901 

123265 l.RlOlO 



16179 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP122C152I4T7007al 

BLASTX 

g4490737 

340 

l.Oe-31 
148 
55 

(AL035708) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



putative protein [Arabidopsis thaliana] 



iaB902 

123267_1.R1010 

g2047780 

BLASTN 

g2341023 

290 

l.Oe-162 

481 

98 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

135903 

123271_1.R1010 

jC-atXP9C94C4T7dl 

BLASTX 

gl33356 

170 

6.0e-12 

108 

35 

DNA-DIRECTED RNA POLYMERASE III LARGEST SUBONIT (C160) 

>gi_66978_j>ir RNBY3L DNA-directed RNA polymerase (EC 

2.7.7.6) III 160K chain - yeast (Saccharomyces cerevisiae) 
>gi_4400_emb_CAA26905_ (X03129) RNA polymerase III largest 
subunit [Saccharomyces cerevisiae] 

>gi_1050828_emb_CAA62123_ (X90518) ORE 03254 [Saccharomyces 
cerevisiae] >gi_1164961_emb_CAA64036_ (X94335) YOR3254c 
[Saccharomyces cerevi s iae ] >gi_l 42030 9_emb_CAA9 93 1 4_ 
(Z75024) ORE YORllGc [Saccharomyces cerevisiae] 

135904 

123274_1.R1010 

g2048831 

BLASTN 

g3869070 

327 

O.Oe+00 

395 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MG03, complete sequence [Arabidopsis thaliana] 

135905 

123277__1.R1010 

jC-atXP9C94E17T7dl 

BLASTX 

g2618729 



16180 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 •-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

4.0e-17 

84 

56 

(U49076) IAA20 [Arabidopsis thaliana] 
135906 

123280_1.R1010 

jC-atXP9C94FllT7dl 

BLASTX 

g4263779 

139 

3.0e-37 

96 

92 

{AC006068) hypothetical protein [Arabidopsis thaliana] 
135907 

123282_1.R1010 

jC-atXP9C94F4T7dl 

BLASTX 

g2129562 

114 

8.0e-13 

64 

58 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH, 
glutathione-dependent formaldehyde dehydrogenase. 
[Arabidopsis thaliana] 

135908 

123287_1.R1010 
g2048840 

135909 

123290_1.R1010 

jC-atXP9C94I21T7sl 

BLASTN 

g3461834 

206 

l.Oe-112 

326 

93 

Arabidopsis thaliana chromosome II BAG T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135910 

123292_1, 

g2048843 

BLASTN 

g4589122 

261 

l.Oe-145 

300 

96 



RIOIO 



16181 



NCBI Description Arabidopsis thaliana Atl4a protein mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135911 

123293_1.R1010 

gll58838 

BLASTX 

g2244762 

419 

3.0e-41 

100 

78 

(Z97335) major latex protein [Arabidopsis thaliana] 
135912 

123297_1.R101Q 

jC-atXP9C94J10T7sl 

BLASTX 

g3819697 

365 

7.0e-35 

83 

88 

(AJ009608) BnMAP4K alphal [Brassica napus] 
135913 

123302_1.R1010 

jC-atXP9C94L4T7dl 

BLASTX 

g3461847 

98 

3.0e-32 

75 

99 

(AC005315) putative ubiquitin [Arabidopsis thaliana] 
135914 

123371_1.R1010 

j C-atXmonuni 1 OAhO 4 a 1 

BLASTN 

g4159707 

339 

O.Oe+00 

451 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJK13, complete sequence 

135915 

123393_1.R1010 

g2062928 

BLASTN 

g3449329 

216 

l.Oe-118 

437 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



16182 



MDH9, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135916 

123536_1.R1010 

jC-atXmonunilODa06al 

BLASTN 

g3128142 

341 

O.Oe+00 

431 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



135917 

124090_1.R1010 

jC-atXmonuni25Da05bl 

BLASTN 

g3327388 

258 

l.Oe-143 

451 

6 

Arabidopsis thaliana chromosome II BAC T12J2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135918 

124156_1.R1010 

jC-atXP22C122C14T7055al 

BLASTN 

g4589950 

393 

O.Oe+00 

421 

99 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence^ complete sequence 

135919 

124212_1.R1010 

j C-atXP2 4C12 3M15T7 0 63dl 

BLASTN 

g4580454 

48 

l.Oe-17 

141 

49 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

135920 

124276_1.R1010 

j C-atXmonuni 2 6AdO 4 al 

BLASTN 

g4263694 

210 

l,0e-114 



16183 



Match length 418 
% identity 95 

NCBI Description Arabidopsis thaliana chromosome II BAG F22D22 genomrc 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135921 

124317_1.R1010 

j C-atXmonuni2 6Af 0 6al 

BLASTX 

g4262180 

301 

2.0e-27 

63 
90 

(AC005508) 29621 [Arabidopsis thaliana] 
135922 

124330_1.R1010 

jC-atXP5C90ElT7088al 

BLASTN 

g3869065 

360 

O.Oe+00 

693 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K24M7, complete sequence [Arabidopsis thaliana] 

135923 

124367_1.R1010 

j C-atXmonuni2 6Ba05al 

BLASTX 

g4646203 

389 

2.0e-37 

153 

48 

{AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family. [Arabidopsis thaliana] 

135924 

124381_1.R1010 

jC-atXmonuni26Cc05al 

BLASTN 

g3869071 

449 

O.Oe+00 

453 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIL23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



135925 

124396_1.R1010 
g3449566 
BLASTN 
g4678315 



16184 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



323 

O.Oe+00 

435 

97 

Arabidopsis thaliana DNA chromosome 3, BAG clone T17F15 
(ESSA project) 

135926 

124429_1.R1010 
g2749477 

135927 

124442_1.R1010 

jC-atXmonuni26Be02al 

BLASTN 

g4096078 

40 

4.0e-13 
64 

91 . 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135928 

124948_1.R1010 

jC-atXmonuni27Ag06al 

BLASTX 

g2341032 

561 

l.Oe-57 

116 

94 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

135929 

125229_1.R1010 

g496411 

BLASTN 

g2264303 

317 

l.Oe-178 

365 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBB18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135930 

125409_1.R1010 

jC-atXP20728r2 

BLASTX 

g4581109 

499 

3.0e-50 

147 

65 

(AC005825) unknown protein [Arabidopsis thaliana] 



16185 



Seq. No. 135931 

Contig ID 125410_1 . RIOIO 

5 '-most EST jC-atXP20725r2 

Method BLASTX 

NCBI GI g4416307 

BLAST score 429 

E value 2,0e-46 

Match length 131 

% Identity 78 

NCBI Description (AF105716) hypothetical protein [Zea mays] 

Seq. No. 135932 

Contig ID 125411_1 . RlOlO 

5 '-most EST jC-atXP20608r2 

Method BLASTN 

NCBI GI g413796 

BLAST score 46 

E value 2.0e-16 

Match length 46 

% identity 100 

NCBI Description Cloning vector pMAMneoBlue, complete sequence 

Seq. No. 135933 

Contig ID 125412_1.R1010 

5 '-most EST jC-atXP20581r2 

Method BLASTN 

NCBI GI g2147 

BLAST score 42 

E value 5.0e-14 

Match length 42 

% identity 100 

NCBI Description S.scrofa UABP-2 gene exon 

Seq. No. 135934 

Contig ID 125413_1.R1010 

5 '-most EST jC-atXP20075r2 

Method BLASTX 

NCBI GI g2982285 

BLAST score 327 

E value 9.0e-30 

Match length 63 

% identity 78 

NCBI Description {AF051227) GASA5-like protein [Picea mariana] 

Seq. No. 135935 

Contig ID 125430_1 . RlOlO 

5 '-most EST jC-atXP117C141024T7al 

Method BLASTX 

NCBI GI g3445210 

BLAST score 307 

E value l,0e-34 

Match length 166 

% identity 55 

NCBI Description (AC004786) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 



16186 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



135936 

125488_1.R1010 
jC-atXP117C140C21T7al 

135937 

125507_1.R1010 

jC-atXP112C130P5T7d2 

BLASTX 

g3834323 

324 

l.Oe-29 

243 

34 

{AC00567 9) F9K20.25 [Arabidopsis thaliana] 



135938 

125508_1.R1010 

jC-atXP112C130O23T7d2 

BLASTN 

g2582640 

39 

3.0e-12 

39 

100 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



135939 

125509_1.R1010 

jC-atXP112C130O14T7d2 

BLASTX 

g2244765 

192 

3.0e-14 

110 

39 

(297335) hypothetical protein [Arabidopsis thaliana] 
135940 

125520_1.R1010 

jC-atXP71C222PllT7030dl 

BLASTN 

gl785673 

319 

l.Oe-179 

395 

95 

A. thaliana mitochondrial genome, part A 
135941 

125530_1.R1010 

jC-atXP112C129F3T7d2 

BLASTX 

g4587587 

286 

3.0e-25 
186 



16187 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 



{AC007232) unknown protein [Arabidopsis thaliana] 



135942 

125541_1.R1010 

jC-atXP112C129A21T7d2 

BLASTX 

g2702365 

178 

l.Oe-12 

116 

40 

{AF036706) similar to S, 
[Caenorhabditis elegans] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



cerevisiae Lpgl5p (GB:U432811 



135943 

125542_1.R1010 

jC-atXP112C128I19T7d2 

BLASTX 

gl33321 

184 

3,0e-13 
93 

DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (VERSION 1) 

>gi 279534_pir JDMUl DNA-directed RNA polymerase (EC 

2.777.6) II largest chain (version 1) - Arabidopsis 
thaliana >gi_16505_emb_CAA37130_ {X52954) RNA polymerase II 
[Arabidopsis thaliana] 

135944 

125548_1.R1010 

jC-atXPll2C127P7T7d2 

BLASTX 

g3201628 

833 

l.Oe-103 

245 

76 

(AC004669) unknown protein [Arabidopsis thaliana] 
135945 

125564_1.R1010 

jC-atXP112C127A21T7d2 

BLASTN 

g4263762 

81 

3.0e-37 

164 

90 

Arabidopsis thaliana chromosome II BAG F17L24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

135946 

125567__1.R1010 

jC-atXP112C126O20T7d2 

BLASTX 



16188 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3021274 
1089 

l.Oe-119 

216 

73 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



- like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135947 

125569_1.R1010 

jC-a€XP112C125P3T7al 

BLASTN 

g2832639 

479 

O.Oe+00 

543 

97 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAG clone F28J12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135948 

125576_1.R1010 

jC-atXN611170r2 

BLASTX 

g4455155 

166 

4,0e-ll 
43 
74 

{AL022023) 
thaliana] 



EF-1 alpha-like protein (fragment) [Arabidopsis 



Seq. No. 


135949 


Contig ID 


125578 l.RlOlO 


5 '-most EST 


jC-atXN606176r2 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


44 


E value 


3.0e-15 


Match length 


96 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


135950 


Contig ID 


125579 2.R1010 


5 '-most EST 


jC-atXN605212r2 


Method 


BLASTX 


NCBI GI 


g3551954 


BLAST score 


237 


E value 


3.0e-19 


Match length 


132 


% identity 


39 


NCBI Description 


(AF082030) senescence 


hybrid cultivar] 


Seq. No. 


135951 


Contig ID 


125580_1.R1010 



complete cds 



5 [Hemerocallis 



16189 




5 '-most EST jC-atXN594206r2 

Method BLASTN 

NCBI GI ^ g902585 

BLAST score 45 

E value l.Oe-15 

Match length 77 

% identity 90 

NCBI Description Zea mays clone MubG9 ubiquitin gene, complete cds 



Seq. No. 135952 

Contig ID 125581__1 .RIOIO 

5 '-most EST jC-atXN585214r2 

Seq. No. 135953 

Contig ID 125582__1,R1010 

5 '-most EST jC-atXN579208r2 



Seq. No. 135954 

Contig ID 125583_2 . RIOIO 

5 '-most EST jC-atXN563193d2 

Method BLASTX 

NCBI GI g3941500 

BLAST score 184 

E value 3,0e-13 

Match length 64 

% identity 61 

NCBI Description (AF062904) putative 
thaliana] 



transcription factor [Arabidopsis 



Seq. No. 135955 

Contig ID 125584_2 . RlOlO 

5 '-most EST jC-atXN560189r2 

Method BLASTN 

NCBI GI g209241 

BLAST score 34 

E value 4.0e-09 

Match length 53 

% identity 100 

NCBI Description R6K synthetic cosmid vector 



Seq. No. 135956 

Contig ID 125585__1 .RlOlO 

5 '-most EST jC-atXN458168d2 

Method BLASTX 

NCBI GI g2160144 

BLAST score 299 

E value l.Oe-26 

Match length 236 

% identity 42 

NCBI Description (AC000375) Strong similarity to Arabidopsis oligopepti^ 
transporter (gb_X77503) . [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



135957 

125586_1.R1010 

jC-atXN457160r2 

BLASTN 

g58124 



16190 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

l.Oe-09 

55 
100 

Cloning vector pGEM3 (pJMSP-0) polylinker sequence (SP6 
polymerase transcription vector) 



Seq. No. 
Contig ID 
5 '-most EST 



135958 

125587_1.R1010 
jC-atXN455156r2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



135959 

125588_1.R1010 

jC-atXN451155a2 

BLASTN 

g22246 

367 

O.Oe+00 

373 

99 

Z. mays, cultivar COTX amplified 451 region DNA 
135960 

125589_1.R1010 

jC-atXN449157a2 

BLASTN 

g209392 

44 

3.0e-15 

148 

89 

Cloning vector PSU2719 DNA 
135961 

125590_1.R1010 
jC-atXN447163r2 



Seq. No. 
Contig ID 
5 '-most EST 



135962 

125591_1.R1010 
jC-atXN445148d2 



Seq. No. 

Contig ID 
5 '-most EST 



135963 

125592_1.R1010 
jC-atXN444151r2 



Seq, No, 
Contig ID 
5 '-most EST 



135964 

125593_1.R1010 
jC-atXN443152r2 



Seq. No. 
Contig ID 
5 '-most EST 



135965 

125594_2.R1010 
jC-atXN442143rl 



Seq. No. 
Contig ID 
5 '-most EST 



135966 

125595_1.R1010 
jC-atXN43914 6d2 



16191 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.^ No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135967 

125596_1.R1010 
jC-atXN438161r2 

135968 

125597_1.R1010 

jC-atXN414104d2 

BLASTX 

g3420052 

420 

7.0e-41 

143 

61 

(AC004 680) putative ubiqinone reductase [Arabidopsis 
thaliana] 

135969 

125598_1.R1010 

jC-atXN40990a2 

BLASTN 

g493617 

41 

2.0e-13 

80 

99 

Synthetic plasimd pHSG399 DNA 
135970 

125599_1.R1010 

jC-atXN2994 9rl 

BLASTN 

g209101 

34 

3.0e-09 

34 

100 

Shuttle vector consisting of DNA from E.coli and yeast. 
>gi_345214_emb_A01519.1_A01519 Nucleotide sequence of 
multilinker (modified from pUC18) 

>gi 1250059_gb_I15151_I15151 Sequence 22 from patent US 
5460941 >gi_3409283__gb_l89343_l89343 Sequence 4 from patent 
US 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



135971 

125600_1.R1010 

jC-atXN29084dl 

BLASTN 

g3819625 

60 

9.0e-25 

99 

96 

Hordeum vulgare genomic DNA fragment; clone MWG2217 
135972 

125601_1.R1010 
jC-atXN25759al 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135973 

125602_1.R1010 
jC-atXN32830dl 

135974 

125604_1.R1010 

jC-atXN303164rl 

BLASTX 

g2956717 

90 

5.4e-02 
95 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 
135975 

125606_1.R1010 

jC-atXN29582rl 

BLASTN 

g4538840 

36 

3.0e-10 

56 

100 

Sus scrofa V-ATPase gene, exon 
135976 

125607_1.R1010 

jC-atXN29241al 

BLASTN 

gl333680 

49 

4.0e-18 

61 

95 

Cloning vector pKF19k DNA, complete sequence 
135977 

125608_1.R1010 
jC-atXN288113rl 

135978 

125609_2.R1010 
jC-atXN28761rl 

135979 

125610_2.R1010 

jC-atXN28680fl 

BLASTN 

g209392 

38 

l.Oe-11 

129 
95 

Cloning vector PSU2719 DNA 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135980 

125611_1.R1010 

jC-atXN28593rl 

BLASTN 

g58124 

36 

3.0e-10 

55 

100 

Cloning vector pGEM3 (pJMSP-0) polylinker sequence 
polymerase transcription vector) 



{SP6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



135981 

125612_1.R1010 

jC-atXN27742rl 

BLASTX 

g2130082 

230 

l.Oe-18 

212 

6 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
{U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

135982 

125613_1.R1010 
jC-atXN26870al 



135983 

125615_1.R1010 
jC-atXN264100r2 

135984 

125617_1.R1010 
jC-atXN25277al 

135985 

125618_1.R1010 
jC-atXN24756f2 

135986 

125619_1.R1010 

jC-atXN23948r2 

BLASTX 

g3056586 

270 

3.0e-23 

130 

42 

{AC004255) T1F9.7 [Arabidopsis thaliana] 
135987 

125620_2.R1010 
jC-atXN23846r2 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



135988 

125621_1.R1010 
jC-atXN23744r2 

135989 

125622_1.R1010 
jC-atXN23439r2 

135990 

125623_1.R1010 
jC-atXN223219d2 

135991 

125624_1.R1010 
jC-atXN21233dl 

135992 

125625_2.R1010 
jC-atXN211218d2 

135993 

125626_1.R1010 
jC-atXN120232r2 

135994 

125627_1.R1010 
jC-atXN114228r2 

135995 

125628_1.R1010 
jC-atXN110229d2 

135996 

125629_1.R1010 
jC-atXN107234rl 

135997 

125631_1.R1010 
jC-atXN10134dl 

135998 

125632_1.R1010 
jC-atXB944r2 

135999 

125634_1.R1010 
jC-atXB833r2 

136000 

125635_1.R1010 
jC-atXB823r2 

136001 

125636_1.R1010 
jC-atXB815d2 
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Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



di 

136002 

125637_1. RIGID 
jC-atXB810r2 

136003 

125638_1.R1010 
jC-atXB805r2 

136004 

125640_1.R1010 
jC-atXB761r2 

136005 

125641_1.R1010 
jC-atXB743d2 

136006 

125642_1.R1010 
jC-atXB708d2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



136007 

125643_1.R1010 

jC-atXB632r2 

BLASTN 

g22103 

42 

5.0e-14 

214 

83 

Zea mays A2 gene 
136008 

125645_1.R1010 
jC-atXB304r2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136009 

125646_1.R1010 

jC-atXA34r2 

BLASTX 

g2895866 

137 

l.Oe-07 

95 

83 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136010 

125647_1.R1010 

jC-atXA12f2 

BLASTN 

g58275 

54 

3.0e-21 

128 

95 

Plasmid vector pSU 
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136011 

125652_1.R1010 
jC-atXP86CG9H6T7d2 
BLASTX 
g4512715 
744 

6.0e-79 
191 
77 

{AC006569) unknown protein [Arabidopsis thalxana] 

Seq, No. 136012 

Contig ID 125656_2 . RIOIO 

5 '-most EST jC-atXP86CG9H4T7d2 

Method BLASTN 

NCBI GI g4220641 

BLAST score 672 

E value 0,0e+00 

Match length 924 

% identity 98 cr.ni 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 

136013 

125682_1.R1010 
jC-atXP86CG9F8T7d2 
BLASTX 
g3643604 
203 

l.Oe-135 
267 
14 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 136014 

Contig ID 125761_1 .RlOlO 

5 '-most EST jC-atXP86CG4H3T7d2 

Method BLASTX 

NCBI GI g584794 

BLAST score 363 

E value 2.0e-90 

Match length 235 

% identity 78 

NCBI Description PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi 282953 pir ^A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

Seq. No. 136015 

Contig ID 125771_1 .RlOlO 

5 '-most EST jC-atXP86CG4GlT7d2 

Method BLASTX 

NCBI GI g2827630 

BLAST score 68 

E value 7.0e-86 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



219 
79 

(AL021636) putative protein [Arabidopsis thaliana] 
136016 

125784_1.R1010 

j C- atXP8 6CG1 0 D 4 T 7 d2 

BLASTN 

g4467358 

44 

3,0e-15 

44 

100 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
136017 

125840_1.R1010 

jC-atXP34C153A23T7al 

BLASTN 

g3941523 

45 

8,0e-16 

49 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

136018 

125848_1.R1010 

jC-atXP34C150P21T7al 

BLASTX 

g2462834 

145 

4.0e-12 

92 

47 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
136019 

125929_1.R1010 

jC-atXP71C222O9T7061dl 

BLASTX 

g2077943 

393 

9.0e-38 

158 

49 

(D88672) phospholipase D [Rattus norvegicus] 
136020 

125937_1.R1010 

jC-atXP32C147L2T7d2 

BLASTX 

g4432857 

317 

7.0e-29 
151 
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% identity 41 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST - 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006300) hypothetical protein [Arabidopsis thaliana] 
136021 

125943_1.R1010 
jC-atXP32C147K8T7d2 

136022 

125944_1.R1010 
jC-atXP32C147H10T7d2 
BLASTN 
g2342717 
66 

2.0e-28 

78 
10 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136023 

125951_1.R1010 

jC-atXP32C147J9T7d2 

BLASTN 

gl946354 

288 

l.Oe-161 

654 

96 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



136024 

125966_1.R1010 

jC-atXP32C147F21T7d2 

BLASTN 

g4589421 

167 

l.Oe-88 

606 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
K5K13, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TAC clone 



136025 

126017_1,R1010 

jC-atXP31C14 6J10T7d2 

BLASTN 

g2656032 

33 

9,0e-09 

104 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MZF18 



Seq. No. 
Contig ID 



136026 

126040 l.RlOlO 
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# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP31C14504T7d2 

BLASTN 

g3510347 

332 

0-Oe+OO 

533 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136027 

126078_1.R1010 

jC-atXP31C144G24T7d2 

BLASTX 

g3912921 

187 

9.0e-14 
154 
37 

(AF001308) 
thaliana] 



G/T DNA mismatch repair enzyme [Arabidopsis 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136028 

126158_1.R1010 

jC-atXP29C135M10T7005dl 

BLASTX 

g4455363 

468 

2.0e-68 

188 

78 

(AL035524) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136029 

126168__1.R1G10 

j C-atXP2 9C1 3 5 Jl 6T7 0 6 5dl 

BLASTX 

g2443883 

625 

5.0e-65 

184 

73 

(AC002294) Similar to RPS- 
[Arabidopsis thaliana] 



2 disease resistance protein 



136030 

126250_2.R1010 

g2597732 

BLASTN 

g2656031 

239 

l.Oe-132 

382 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 



136031 

126268_1.R1010 

jC-atXP112C130O23T7al 

BLASTX 

g3150404 

97 

5.0e-03 

95 
12 

{AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

136032 

126278^1. RIOIO 
jC-atXP112C129022T7al 



Seq- No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



136033 

126288_1,R1010 

jC-atXP112C129G21T7al 

BLASTN 

g2689438 

569 

O.Oe+OO 

593 

94 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

136034 

126342_1.R1010 

jC-atXP98CH8DlT7bl 

BLASTX 

g2244973 

543 

2.0e-55 

169 
72 

(297340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 

136035 

126438_1.R1010 

jC-atXP46C174G2T7032al 

BLASTX 

g3047096 

842 

2.0e-90 

187 

89 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 189.74) [Arabidopsis thaliana] 

136036 

126552_1.R1010 

jC-atXP18C115D23T7029al 

BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2760316 
305 

l.Oe-171 

404 

97 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

136037 

126554__1.R1010 
g2739541 

136038 

126561_1,R1010 

jC-atXP18C113P14T7004al 

BLASTN 

g2583106 

288 

l.Oe-161 

347 

97 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136039 

126565_1.R1010 

jC-atXP18C113M5T7026al 

BLASTX 

g3114901 

135 

3.0e-19 

91 

55 

(AJ005804) pcbere [Populus balsamifera subsp. trichocarpa] 
>gi_3114905_emb_CAA06709.1__ (A JO 05806) pceberh [Populus 
balsamifera subsp. trichocarpa] 

136040 

126576_1.R1010 

jC-atXP18ClllE10T7064al 

BLASTN 

g598848 

40 

5.0e-13 

44 

98 

Hman HepG2 3' region Mbol cDNA, clone hmd4hl2m3 
136041 

126591_1.R1010 

jC-atXP18C108O17T7022al 

BLASTN 

g2462264 

51 

l.Oe-19 

51 

100 
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NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136042 

126595_1,R1010 

jC-atXP18C108N14T7077al 

BLASTN 

g2264317 

213 

l.Oe-116 

288 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

136043 

126602_1.R1010 

j C-atXP104CE8A3T7bl 

BLASTN 

g4680765 

407 

O.Oe+00 

446 

98 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 

136044 

126613_1.R1010 

jC-atXP104CE7B7T7bl 

BLASTX 

g4678920 

767 

l.Oe-81 

158 

98 

{AL04 9711) putative heat shock transcription factor 
[Arabidopsis thaliana] 

136045 

126653_1.R1010 

jC-atXP104CE10C2T7bl 

BLASTN 

g4165340 

536 

O.Oe+00 

626 

96 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136046 

126676_1.R1010 

jC-atXP102CE6A2T7035dl 

BLASTX 

g4572681 

235 

4.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
66 

(AC006954) putative ubiquitin carbo^yl terminal hydrolase 
[Arabidopsis thaliana] 

136047 

126683_1.R1010 

jC-atXP102CE5F3T7bl 

BLASTX 

g3650032 

497 

4.0e-50 

85 
100 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

136048 

126684_1.R1010 

jC-atXP102CE5F2T7016dl 

BLASTX 

g2702376 

201 

3.0e-15 

49 

80 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C. elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk466cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58el0.3; coded for by C. elegans 
cDNAyk427... >gi_4455127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 

136049 

126690_1.R1010 

jC-atXP102CE5E3T7055dl 

BLASTX 

g3047123 

407 

2.0e-39 

116 

63 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 

136050 

126693^1. RIOIO 

jC-atXP102CE5D5T7bl 

BLASTX 

gl651965 

189 

6.0e-14 

107 

39 

(D90901) hypothetical protein [Synechocystis sp.] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136051 

126698_1.R1010 

jC-atXP102CE5C7T7054dl 

BLASTX 

g82200 

319 

3.0e-29 

96 

60 

hypothetical protein 1244 



- common tobacco chloroplast 



136052 

126718_1.R1010 

jC-atXP102CE3H4T7091dl 

BLASTN 

g4589950 

238 

l.Oe-131 

273 

97 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence, complete sequence 

136053 

126876__1.R1010 

j C-atXP9 6C24 9K4T7bl 

BLASTX 

gl619962 

287 

6.0e-69 

192 

67 

(U72068) catalase isozyme [Pseudomonas fluorescens] 
136054 

126940_1.R1010 
jC-atXP92C249E2T7006dl 

136055 

126958_1.R1010 

jC-atXP92C247P6T7035dl 

BLASTX 

g4006829 

448 

2.0e-44 

212 

56 

{AC005970) putative protein kinase [Arabidopsis thaliana] 
136056 

126967__1,R1010 

jC-atXP92C247NllT7066dl 

BLASTX 

g2347199 

423 

l.Oe-4 6 
176 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
136057 

126982_1.R1010 

j C-atXP92C2 4 6N12T7 02 6dl 

BLASTN 

g2462264 

51 

2.0e-19 

59 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
136058 

126986_3.R1010 

g958192 

BLASTX 

g3928099 

284 

l.Oe-28 

149 

24 

(AC005770) unknown protein [Arabidopsis thaliana] 
136059 

127023_1.R1010 

jC-atXP4C88F5T7052al 

BLASTX 

g40793B 

229 

4.0e-38 

154 

53 

(U02494) epoxide hydrolase [Solanum tuberosum] 
136060 

127026_1.R1010 
jC-atXP123C117E8T7052al 



136061 

127035__1.R1010 

jC-atXP4C88D9T7044al 

BLASTX 

g421924 

237 

8.0e-25 

145 

48 

peroxidase (EC 1.11 
(X71593) peroxidase 



1.7) - tomato >gi_2 96910_emb_CAA50597_ 
[Lycopersicon esculentum] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136062 

127139_1.R1010 

jC-atXP46C172I6T7029al 

BLASTX 

g4510388 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



871 

8.0e-94 

165 

100 

(AC007017) 



unknown protein [Arabidopsis thaliana] 



136063 

127150_1.R1010 

jC-atXP46C172G2T7028al 

BLASTX 

g282430 

435 

2.0e-42 

234 

40 

leucine — tRNA ligase (EC 6.1.1.4) - Bacillus subtilis 
>gi_143148 (M88581) transfer RNA-Leu synthetase [Bacillus 
subtilis] 

136064 

127156_1.R1010 
jC-atXP46C172F20T7020al 

136065 

127190_1.R1010 

jC-atXP4 4C170K19T704 6al 

BLASTX 

g3548808 

242 

5.0e-30 

158 

48 

{AC005313) unknown protein [Arabidopsis thaliana] 
136066 

127210_1.R1010 

jC-atXP44C170HllT7028al 

BLASTN 

g3860242 

589 

O.Oe+00 

673 

97 

Arabidopsis thaliana chromosome I BAG T13M11 genomic 
sequence, complete sequence 

136067 

127213_1.R1010 

jC-atXP44C169M4T7089al 

BLASTN 

g4580732 

195 

l.Oe-105 

331 

96 

Genomic sequence for Arabidopsis thaliana BAC F5J5/ 
complete sequence 



16207 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136068 

127219_1.R1010 

jC-atXP44C169L24T7081al 

BLASTX 

g4314391 

597 

2,0e-76 

179 

88 

(AC006232) unknown protein [Arabidopsis thaliana] 
136069 

127237_1.R1010 

jC-atXP44C168J10T7082al 

BLASTX 

g3142300 

43 

2.0e-47 

144 

67 

{AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

136070 

127250_1.R1010 

jC-atXP37C159BlT7d2 

BLASTX 

g3738309 

593 

7.0e-87 

283 

65 

(AC005309) unknown protein [Arabidopsis thaliana] 
136071 

127300_1.R1010 

jC-atXP37C157I19T7d2 

BLASTN 

g2462264 

47 

5.0e-17 

51 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
136072 

127331_1.R1010 

jC-atXP2C79D5T7092al 

BLASTN 

g2462264 

54 

3.0e-21 

54 

100 



16208 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136073 

127336_1.R1010 

jC-atXP2C78H8T7087al 

BLASTN 

g2864607 

519 

O.Oe+00 

547 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



136074 

127358_1.R1010 

jC-atXP2C77G12T7067al 

BLASTX 

g2827143 

712 

3.0e-75 

167 

79 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



136075 

127383_1.R1010 

jC-atXP2C75H9T7035al 

BLASTX 

g4651204 

165 

4.0e-ll 

58 
50 

(AB026262) ring finger protein 



[Cicer arietinum] 



136076 

127385_2.R1010 

g2413857 

BLASTN 

g4185128 

384 

O.Oe+00 

414 

98 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136077 

127408_1.R1010 

jC-atXP2C73H10T7012al 

BLASTN 

g2462264 

42 

6.0e-14 
42 



16209 



% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



136078 

127417_1.R1010 

jC-atXP26C128L4T7071al 

BLASTN 

g2980787 

551 

O.Oe+00 

669 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



136079 

127421_1.R1010 

jC-atXP26C128LlT7055al 

BLASTN 

g3241925 

249 

l.Oe-137 

635 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K9, complete sequence [Arabidopsis thaliana] 

136080 

127517_1.R1010 

jC-atXP24C123N7T7008al 

BLASTN 

g2462264 

54 

3.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



136081 

127535_1.R1010 
jC-atXP24C123M22T7087al 

136082 

127565_1,R1010 

jC-atXP24C123J23T7038al 

BLASTN 

g4757414 

489 

O.Oe+00 

588 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYF24, complete sequence 

136083 

127566_1,R1010 
jC-atXP24C123J17T7030dl 



PI clone 



16210 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2656028 

273 

l.Oe-152 

690 

98 

Arabidopsis thaliana genomic DNA, 
MNF13 



chromosome 5, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136084 

127573_1, RIGID 

jC-atXP24C123I21T7066dl 

BLASTN 

g2564051 

247 

l.Oe-136 

689 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD9, complete sequence [Arabidopsis thaliana] 

136085 

127575_1.R1010 

jC-atXP24C123I19T7058al 

BLASTX 

g3924596 

410 

7,0e-40 

102 
80 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

136086 

127577__1.R1010 

jC-atXP24C123I18T7050al 

BLASTX 

gl532175 

411 

8.0e-40 

124 

76 

(U63815) similar to protein disulfide isomerase 
[Arabidopsis thaliana] 

136087 

127585__1.R1010 

jC-atXP24C123F9T7060al 

BLASTX 

g2335101 

562 

3.0e-89 

166 

95 

{AC002339) unknown protein [Arabidopsis thaliana] 



Seq. No. 



136088 



16211 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127590_1.R1010 

jC-atXP24C123ElT7020dl 

BLA5TX ^'^'^ 

g3738310 

428 

4.0e-96 

207 

89 

{ACOO'5309) putative nuclear protein [Arabidopsis thaliana] 
136089 

127591_1.R1010 

jC-atXP24C123ElT7020al 

BLASTN 

g2462264 

57 

6.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



136090 

127595_1.R1010 

jC-atXP24C123D13T7083al 

BLASTN 

g4757395 

538 

O.Oe+00 

566 

99 

Arabidopsis thaliana genomic 
K21L13, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136091 

127604_1.R1010 

jC-atXP24C123D15T7091al 

BLASTX 

g3559805 

150 

4.0e-29 
123 
56 

(AJ006787) 
thaliana] 



putative phytochelatin synthetase [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136092 

127607_1.R1010 

jC-atXP24C123D12T7075dl 

BLASTX 

g4646199 

536 

l.Oe-114 
224 
32 

{AC007230) 
thaliana] 



EST gb_T22166 comes from this gene. [Arabidopsis 
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NCBI Description 


Arabidopsis thaliana DNA 




fragment No 


Seq. No. 


1 o r» 


Contig ID 


Iz / O JO 1 . RlOlL) 


O most. jIjO i 


auAJrZflL/XZZXjl / i /Uooax 




■RT Zi QTV 






BLAST score 


385 


E value 


6.0e-37 


Match length 


83 


% identity 


89 


NCBI Description 


26S PROTEASE REGULATORY . 



DNA, chromosome 5, PI clone: 



ESSA I contig 



7) >gi__3172331 
persica] 



UNIT 7 (26S PROTEASOME SUBUNIT 
(AF041258) 26S proteasome subunit 7 [Prunus 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136097 

127643_1.R1010 

jC-atXP24C120P14T7089al 

BLASTN 

g2290120 

38 

l.Oe-11 

65 

89 



16213 



NCBI Description HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seg. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136098 

127673_1.R1010 
jC-atXP24C120O14T7033al 

136099 

127704_1.R1010 

jC-atXP22C119D7T7023al 

BLASTN 

g4165340 

411 

O.Oe+00 

535 

88 

Arabidopsis thaliana chromosome I BAG F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136100 

127705_1.R1010 

jC-atXP22C119D6T7015al 

BLASTN 

g2244950 

356 

O.Oe+00 

524 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

136101 

127709_1.R1010 

jC-atXP22C119C8T7054al 

BLASTX 

g2493482 

259 

4.0e-22 

135 

46 

GLYCEROL KINASE (ATP: GLYCEROL 3 -PHOSPHOTRANSFERASE) 
(GLYCEROKINASE) (GK) >gi__13994 90 (U4 9666) glycerol kinase 
[Pseudomonas aeruginosa] 

136102 

127713_1.R1010 

jC-atXP22C119C13T7078al 

BLASTN 

g3859658 

46 

2.0e-16 

104 

88 

Arabidopsis thaliana DNA chromosome 4, BAG clone T16L1 
(ESSAII project) 



Seq. No. 



136103 



16214 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



127714_1.R1010 

jC-atXP22C119C10T7070al 

BLASTX 

g3046695 

146 

4.0e-13 

68 

66 

{AL022224) putative protein [Arabidopsis thaliana] 
136104 

127716_1.R1010 

g3449441 

BLASTX 

g4587610 

60 

9.0e-18 

69 

72 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

136105 

127724_1.R1010 

jC-atXP22C116L16T7Q77al 

BLASTX 

g3128168 

287 

2.0e-25 

86 

58 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

136106 

127735__1.R1010 
jC-atXP22C116I7T7017al 

136107 

127738_1.R1010 

jC-atXP22C116H22T7001al 

BLASTX 

g2244779 

356 

l.Oe-33 

75 

92 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
136108 

127758_1.R1010 

jC-atXP22C114O10T7066al 

BLASTX 

g2098713 

188 

9.0e-27 
179 



16215 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

{U82977) pectinesterase [Citrus sinensis] 



136109 

127791_1.R1010 

jC-atXP19ClllN8T7083al 

BLASTN 

g598848 

40 

8.0e-13 

64 

92 

Human HepG2 3' region Mbol cDNA, 



clone hmd4hl2m3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136110 

127796_1.R1010 

j C-atXPl 9C1 1 1M8 T 7 0 4 3a 1 

BLASTN 

g2462264 

52 

6.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136111 

127809_1.R1010 

jC-atXP19ClllI7T7G26al 

BLASTN 

g531828 

35 

8.0e-10 

70 

90 

Cloning vector pSportl, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136112 

127837_1.R1010 

jC-atXP19C109M16T7086al 

BLASTN 

g2245126 

230 

l.Oe-126 

419 

98 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 



Seq. No. 
Contig ID 
5 '-most EST 
Method ^ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136113 

127838_1.R1010 

g550218 

BLASTN 

g2760167 

299 

l.Oe-167 

684 

96 
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NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



136114 

127850_1.R1010 

j C-atXPl 9C109K10T7077al 

BLASTX 

gl495366 

339 

l.Oe-49 

167 

60 

(269370) nitrite transporter [Cucumis sativus] 



136115 

127867_1.R1010 

jC-atXP13C104N16T7086al 

BLASTX 

g3386604 

299 

8.0e-27 

56 

100 

(AC004665) putative protein kinase 



[Arabidopsis thaliana] 



136116 

127906_1.R1010 

jC-atXP13C104B13T7039al 

BLASTN 

g3241927 

296 

l.Oe-165 

471 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 

136117 

127925_1.R1010 

jC-atXP12C99P9T7035al 

BLASTX 

g2275196 

702 

6.0e-74 

219 

51 

(AC002337) water stress-induced protein, WSI76 
[Arabidopsis thaliana] >gi__4 63074 6_gb_AAD2 6596 . 



PI clone: 



isolog 
1 AC007236 1 



(AC007236) 
thaliana] 



water stress-induced protein [Arabidopsis 



136118 

127928_1.R1010 

jC-atXP12C99P16T7037al 

BLASTN 

g2462264 

50 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



7.0e-19 

54 

98 

Cuciomis sativus mRNA for patatin-like protein, partial 



136119 

127952_1.R1010 

jC-atXP12C99F4T7006al 

BLASTN 

g4580745 

333 

O.Oe+00 

599 

98 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAG F10O3 sequence, 



136120 

127957__1.R1010 

jC-atXP12C99D14T7001al 

BLASTN 

g4510338 

350 

O.Oe+00 

594 

91 

Arabidopsis thaliana chromosome II BAG F2H17 genomic 
sequence, complete sequence 

136121 

127976_1.R1010 

jC-atXP12C103J22T7078al 

BLASTN 

g4586241 

186 

l.Oe-lOO 

578 

95 

Arabidopsis thaliana DNA chromosome 4, BAG clone T20K18 
(ESSA project) 

136122 

127986__1.R1010 

jC-atXP12C103G15T7072al 

BLASTN 

g3402695 

528 

0,0e+00 

592 

98 

Arabidopsis thaliana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136123 

128000_1.R1010 

jC-atXP12G103C6T7051al 

BLASTX 



16218 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129698 
423 

2.0e-55 
153 
74 

protein kinase ATNl 



[EC 2.7.1.-) - Arabidopsis thaliana 



>gi_1054633_emb_CAA63387_ (X92728) protein kinase 
[Arabidopsis thaliana] 



136124 

128004_1.R1010 

jC-atXP12C103B5T7046al 

BLASTN 

g4757404 

307 

l.Oe-172 

597 

98 

Arabidopsis thaliana genomic DNA, 
MLJ15, complete sequence 



chromosome 3, PI clone: 



136125 

128019_1.R1010 

jC-atXP123C117PllT7032dl 

BLASTX 

g2506277 

548 

6.0e-56 

143 

74 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi__806808 
(U21139) chaperonin precursor [Pisum sativum] 

136126 

128081_1.R1010 

jC-atXP125C136F22T7049al 

BLASTN 

g3860242 

306 

l.Oe-171 

602 

98 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

136127 

128084_1.R1010 

jC-atXP125C135G9T7053al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cuciamis sativus mRNA for patatin-like protein, partial 



[60 



16219 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136128 

128119_1.R1010 

jC-atXP123C119N23T7058al 

BLASTX 

g4220454 

90 

4.0e-36 

184 

39 

{AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. ESTs gb_65870 and gb_T20812 come from this 
gene. [Arabidopsis thaliana] 



136129 

128126_1.R1010 

jC-atXP123C118M7T7007al 

BLASTN 

g531828 

48 

l.Oe-17 

111 

93 

Cloning vector pSportl, 



complete cds 



136130 

128139__2.R1010 

g2048438 

BLASTX 

g2252854 

433 

l.Oe-42 

80 

97 

{AF013294) similar to auxin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136131 

128161_1.R1010 

jC-atXP123C117F2T7076al 

BLASTN 

g3785992 

400 

O.Oe+00 

565 

96 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136132 

128181_1.R1010 

jC-atXP122C159H21T7032al 

BLASTX 

gl351747 

752 

9.0e-80 

219 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

HYPOTHETICAL 54.3 KD PROTEIN YCF24 >gi__1016163 {U30821) ABC 
transporter subunit [Cyanophora paradoxal 

136133 

128187_1.R1010 

jC-atXP122C159B8T7063al 

BLASTN 

g4510408 

359 

O.Oe+00 

687 

99 

Arabidopsis thaliana chromosome II BAC T1E2 genomic 
sequence, complete sequence 

136134 

128201_1.R1010 

jC-atXP122C156L23T7030al 

BLASTX 

g2829896 

152 

3.0e-24 

227 
42 

(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033_18591 [Arabidopsis thaliana] 

136135 

128219_1,R1010 

jC-atXP122C120GlT707 6al 

BLASTX 

g3980380 

424 

2.0e-41 

103 

85 

(AC004561) putative enolase [Arabidopsis thaliana] 
136136 

128225_1.R1010 
jC-atXP122C118I9T7035al 

136137 

128252_1.R1010 

jC-atXP122C117J13T7020al 

BLASTX 

g2194126 

300 

5.0e-34 
112 
73 

{AC002062) 
thaliana] 



EST gb_T43335 comes from this gene. [Arabidopsis 



Seq. No. 
Contig ID 



136138 

128323 l.RlOlO 
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NCBI Description 


(AL021712) hypothetical protein [Arabidopsis thaliana] 
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NCBI Description 


Cucutnis sativus mRNA for patatin-like protein, partial 




Seq. No. 


1 Od14o 




Contig ID 


l^o44x l.KlUxU 




o — lUOS L ilib i 


J v^~atlAr XUUUHiJiijll i /Dl 




Method 


RT TIQTV 










BLAST score 


804 




E value 


5.0e-86 




Match length 


153 




% identity 


100 




NCBI Description 


(AL035540) farnesylated protein {ATFP6) [Arabidopsis 



thaliana] 



16222 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-moat EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



136144 

128507_1.R1010 

jC-atXN593177rl 

BLASTX 

g2738996 

231 

l.Oe-18 

140 

75 

(AF022457) CYP97B2p [Glycine max] 



136145 

128511_1.R1010 

jC-atXN567190al 

BLASTN 

g2739021 

33 

l.Oe-08 

37 

97 

Rhododendron metternichii var. 
genomic sequence 



hondoense CT repeats. 



Seq. No. 
Contig ID 



136146 

128527_1.R1010 

jC-atXN43264dl 

BLASTN 

g432601 

37 

8.0e-ll 

37 

100 

MLClc/ls=cardiac/slow skeletal alkali myosin light-chain 
{5' region} [chickens, liver, Genomic, 607 nt] 

136147 

128533_1.R1010 
jC-atXN40185dl 

136148 

128538_1.R1010 

jC-atXN392166al 

BLASTX 

g4741187 

406 

3,0e-39 

186 

46 

(AL049746) putative protein [Arabidopsis thaliana] 
136149 

128540_1.R1010 
jC-atXN38694dl 

136150 

128542 l.RlOlO 
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5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NC&T GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXN373140dl 
136151 

128557_1.R1010 

jC-atXN28071rl 

BLASTN 

g432601 

36 

3.0e-10 

36 

100 

MLClc/ls=cardiac/slow skeletal alkali myosin light-chain 
{5' region} [chickens, liver. Genomic, 607 nt] 

136152 

128560_1.R1010 

jC-atXN272114rl 

BLASTX 

gll67955 

111 

9.0e-18 

147 

39 

(U43497) putative 32.7 kDa jasmonate-induced protein 
[Hordeum vulgare] >gi_2465428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 

136153 

128574_1.R1010 
jC-atXN209221dl 

136154 

128598_1.R1010 

jC-atXWAXYal 

BLASTX 

gl36757 

293 

3.0e-62 

186 

76 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose— starch 

glucosyltransf erase (EC 2.4,1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi__1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 

136155 

128600_1,R1010 

jC-atXU93rl 

BLASTX 

g3641836 

382 

2.Ge-47 

136 

68 

(AL023094) putative serine/threonine protein kinase 
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[Arabidopsis thaliana] 
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(ACUOd/48) putative 
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Seq. No. 


136161 
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Method 


BLASTX 


NCBI GI 


g2979554 



putative glucosyl transferase [Arabidopsis 



putative growth regulator protein [Arabidopsis 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198 

9.0e-15 

107 

46 

(AC003680) 



CDC4 like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



136162 

128615_1.R1010 
jC-atXU52rl 

136163 

128617_1.R1010 

jC-atXU48dl 

BLASTX 

gll84075 

447 

4.0e-44 

278 
5 

{U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi_1587 673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 

136164 

128621_1.R1010 
jC-atXU358rl 

136165 

128623_1.R1010 
jC-atXU34rl 

136166 

128625_1.R1010 

jC-atXU330rl 

BLASTX 

g4580468 

670 

5.0e-70 

254 

50 

(AC006081) putative protein kinase; similar to human PKXl 
and Drosophila DC2 [Arabidopsis thaliana] 

136167 

128627_1.R1010 

jC-atXU32rl 

BLASTN 

g4326Ql 

36 

3.0e-10 

36 

100 

MLClc/ls=cardiac/slow skeletal alkali myosin light-chain 
{5' region} [chickens, liver. Genomic, 607 nt] 

136168 

128629 l.RlOlO 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXU313rl 
BIASTX 
gl00506 
1109 

l.Oe-121 

225 

95 

Malate dehydrogenase (oxaloacetate-decarboxylating) 
(EC 1.1.1.40) - Flaveria trinervia (fragment) 



(NADP+) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136169 

128631_1.R1010 

jC-atXU27rl 

BLASTN 

g468055 

40 

9.0e-13 

44 

98 

Zea mays B73 QM protein mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136170 

128633_1.R1010 

jC-atXU254rl 

BLASTN 

g22430 

27 

6.0e-05 

88 

93 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136171 

128635__1.R1010 

jC-atXU19al 

BLASTN 

g53723 

50 

9.0e-19 

75 

100 

M.musculus extrachromosomal 
coding joint (clone pKDE 34] 



DNA for V kappa and J kappa 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136172 

128636_1.R1010 
jC-atXU168rl 

136173 

128638_1.R1010 

jC-atXU161rl 

BLASTN 

g209392 

49 

3.0e-18 
56 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Cloning vector PSU2719 DNA 
136174 

128640_1.R1010 
jC-atXU109rl 

136175 

128642_1.R1010 

jC-atXU104rl 

BLASTX 

g3928084 

348 

2.0e-32 

177 

46 

{AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136176 

128644_1.R1010 
jC-atXU102rl 

136177 

128732_1.R1010 

jC-atXP92CH3H5T7 031dl 

BLASTX 

g2826900 

396 

3.0e-64 

193 

72 

(AB004461) 
sativa] 



DNA polymerase alpha catalytic subunit [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136178 

128735_1.R1010 

jC-atXP92CH3H12T707 9dl 

BLASTN 

g4263642 

138 

2.0e-71 

538 

92 

Arabidopsis thaliana chromosome II BAC T13H18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136179 

128759_1.R1010 

jC-atXP4 6C174E15T7016dl 

BLASTX 

g3927836 

555 

7.0e-62 

156 

77 

(AC005727) unknown protein [Arabidopsis thaliana] 



16228 



O "NT r>t 

oecj. JNO. 


1 JolOU 




1 09.1^0 1 Ri m n 


D — niosi. Hjoi 


-1 p — => -h V f 1 Ano C\^n c\i ^ hi 
J ^ acAir f± Dv^x / f±^^ ui/u/xax 


Method 


BLASTX 


NCBI GI 


g4056482 




O X 


E value 


1 - ue— / o 




z xo 


% identity 


oo 


NCBI Desciription 


^Hk^UUOO -7 0^ pUTiai-lVe Hok^ HxanspOxT-ex [fixaJu)Xu.UpbXo L.IiciXXa.Ila.J 


beq. No. 


loolox 


UOIluly ±u 


1 9QT79 1 T31 m n 
1Z0//Z I.KIUXU 


o most iIjo i 


J L/ a uAJrfl DL/X / olnz*±i / u ozux 




ijijjf-i.O 1 A 




gz X y ^ xz / 


BliAST score 


508 


E value 


2.0e-80 




91 n 

Z XU 




7 4 


NCBI Description 


^/iuuuzubz; bzrong sunixarity ro i\raDiQopsis recepi-or— iiKe 




protein Kinase \<^d AiLrjUbiiiiNiJii; ana rzuro.xo. [iiraDiaopsis 




unaixana j 


Seq. No, 


lobloz 


uonng ijj 


izo/yo i.KxUxu 


D ~lIlOSTZ lijoi 


J U aTlAJr^ DUl / J Hi 141 i / UlUul 


^^^^4" r\ 

rQeT,noa 


nljiio 1 IN 


NCBI GI 


g3702732 


BLAST score 


155 


E value 


z , Ue-oi 


Match length 


ri o 

698 


^ Identity 


y / 


JnCJdI jJescription 


Arabidopsis thaliana genoiriic DNA, chroiuosome 3/ Pi clone: 




MGFlO/ complete sequence [Arabidopsis thaliana] 


beq. NO. 


1 Q CI Q '3 
lODloO 


P/mtI- t rr TH 
^uIILXy XU 


1 9Rfi99 1 Ri ni n 

XZOOZZ X.£\XUXU 




-1 p_ = 4-y'pA f^Pl 79F9nT7n9nH1 
cii,AirM\j^x/zr^ui/\j^uij.x 






NCBI GI 


g465898 


BLAST score 


268 


E value 


4.0e-23 


Match length 


209 


% identity 


38 


NCBI Description 


HYPOTHETICAL HELICASE K12H4 . 8 IN CHROMOSOME III 



>gi_630692_pir S44849 K12H4.8 protein - Caenorhabditis 

elegans >gi_289703 {L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III; 
coded for by C. elegans cDNA GenBank; T02268; putative 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



136184 

128829_1.R1010 

jC-atXP25C125O9T7080al 

BLASTX 



16229 



NCBI GI 


g4490334 


BLAST score 


365 




1 

X • U C ~J*± 




/ -J 




lUU 




\rixiUooooDj puLai-xve pxuucxxi [i^x d.DXQ.upox& 1-naxxanaj 




X 0 DXO D 




1 OQQA R 1 Dl ni n 




ClL.^r^^-.JV_'X^xJ / k^/XCLX 




BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


£j V CtX Lie 




LridUv^ll xt^ilt^ uii 


R7 




xuu 


iNUDi uescripiixon 


uucuiuxs sarxvus luKJN/i lor paxauxn— xxKe prouexn, pamax 


Q £i KT/^ 

oeq . WO . 


Xo OXo D 


uomzig ±u 


XZoO/0 l.KXUXU 








BLASTN 




y^xw^sji^o 


BLAST score 


488 


E value 


O.Oe+00 


Match length. 


ROQ 


"6 j.aenL.XL.y 


y O 


NCBI Description 


AraDxaopsxs tnalxana BAC TlUMiJ rrom cnroiaosome IV, troiti 




10,8 cM to 11.6 cM, complete sequence 


oeq. JNO* 


xodXo / 


uonuxg ±JJ 


xzoo/y x.Kiuiu 




TP-a-hyp^Rri 9RR1 nT7n44al 


L ie L.J.IV^U 


OJJXTfcj J. A. 


NCBI GI 


a3128210 




J o *± 


E value 


7.0e-37 


Match length 


70 


T ^ -t ^ t 

■3 laenuXT-Y 


1 nn 
xuu 


KIPRT Hoer'T' T -n't- n on 
INV^OX o (^X xp t-XUll 


\Acuufiu / / ) puxL.auxve cycocnroiue ir^ou pronexn [riraDxaopsxs 




■hVia 1 1 ana 1 Vrrn '^'^'^7'^7ft ^Z\Pnn44P1^ rMi-ha^- -1 tro r'-^z-h r^r^V* vrMno P4Rf 
uiicixxciiici J >^yx J o o f ^ / o \ri\^\J k>^*±oxy pLlUciCXVe L-Uoiix (JlLlfc; ir ri J v 




protein [Arabidopsis thaliana] 


oecj . iNO . 


X ooxo o 


L^OnX-Xy ±u 


X-^ooyu z.KXUlU 




rTR79RQT 




XjXltIO i ^\ 




gzozi?^ xo 


BLAST score 


180 


E value 


3.0e-13 


Match length 


Q 
JO 


% identity 


84 


NCBI Description 


{AC002291) similar to "tub" protein gp_U82468_2072162 




[Arabidopsis thaliana] 


Seq. No. 


136189 


Contig ID 


128898_1.R1010 



16230 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



jC-atXP25C123O17T7025al 

BLASTN 

g3738275 

474 

O.Oe+00 

538 

97 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136190 

128903_1.R1010 

jC-atXP25C123H20T7067al 

BLASTN 

g4589411 

277 

l.Oe-154 

620 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F5H8, complete sequence 

136191 

128926__1.R101Q 

jC-atXP123C159K15T7025dl 

BLASTN 

g298035 

330 

O.Oe+00 

338 

99 



NCBI Description A. thaliana Lhcb4 gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136192 

128933_1.R1010 

jC-atXP123C119P7T7019dl 

BLASTX 

gl351869 

308 

8.0e-28 

153 

44 

ACTIN >gi_508701 (U10867) actin [Filobasidiella neoformans] 
136193 

129009_1.R1010 

jC-atXP110CG7F6T7014al 

BLASTN 

g4580386 

140 

2.0e-72 

421 

92 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 



Seq. No. 



136194 



16231 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



129014_1.R1010 

jC-atXP110CG7E12T7077al 

BLASTX 

g3152587 

704 

3.0e-74 

214 

63 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D, melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136195 

129038_1.R1010 

jC-atXP110CG3H12T7078al 

BLASTX 

g3540219 

378 

2.0e-49 

170 

61 

{D87686) KIAA0017 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136196 

129048_1.R1010 

jC-atXP110C84G7T7 079al 

BLASTX 

g4467110 

585 

2.0e-60 

167 

71 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136197 

129068_1.R1010 

jC-atXP110C117B14T7027al 

BLASTN 

g4757395 

331 

O.Oe+00 

705 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K21L13, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136198 

129117__1.R1010 

jC-atXP108C170C12T7068dl 

BLASTX 

g4115916 

365 

2.0e-34 

180 

56 

(AF118222) F3H7.9 gene product [Arabidopsis thaliana] 
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>gi_4539441_emb_CAB40029.1_ (AL049523) putative protein 
[Arabidopsis thaliana] 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136199 

129179_1.R1010 

jC-atXP3C83E7T7065al 

BLASTN 

g4539378 

162 

l.Oe-85 

540 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F28A21 



Seq. No. 


1 ODZUU 


Contig ID 


129181 l.RlOlO 


5 '-most EST 


jC-atXP3C83D2T7062al 


Method 


BLASTX 


NCBI GI 


g4o2zL}lz 


BLAST score 


313 


E value 


2 . Oe-28 


Match length 


137 


% identity 


58 


NCBI Description 


(AC007069) hypothetical protein [Arabidopsis 


Seq. No. 


loDZUi 


Contig ID 


129212 l.RlOlO 


5 '-most EST 


jC-atXP3C81E5T7033al 


Method 


BLASTN 


NCBI GI 


g4337186 


BLAST score 


283 


E value 


l.Oe-158 


Match length 


572 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T28I24 




sequence, complete sequence [Arabidopsis thai 


Seq. No, 


136202 


Contig ID 


129218 l.RlOlO 


5 '-most EST 


jC-atXP3C81B4T7023al 


Method 


BLASTX 


NCBI GI 


g4539440 


BLAST score 


319 


E value 


3.0e-29 


Match length 


140 


% identity 


46 


NCBI Description 


(AL049523) putative protein [Arabidopsis thai 


Seq. No. 


136203 


Contig ID 


129234 l.RlOlO 


5 '-most EST 


jC-atXP3C80DllT7006al 


Method 


BLASTX 


NCBI GI 


g3036806 


BLAST score 


421 


E value 


5.0e-59 


Match length 


141 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21 

(AL022373) glycine-rich protein [Arabidopsis thaliana] 
136204 

129239_1.R1010 

jC-atXP74C226B4T7096dl 

BLASTX 

gl421741 

533 

4.0e-54 

157 

66 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
136205 

129239_2.R1010 

jC-atXP74C224HllT7081dl 

BLASTX 

gl421741 

213 

7.0e-83 

195 

75 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
136206 

129266_1.R1010 

jC-atXP74C225B10T7029dl 

BLASTX 

g4586117 

328 

3.0e-30 

237 
41 

(AL049638) putative protein [Arabidopsis thaliana] 
136207 

129307_1.R1010 

jC-atXP74C223N21T7036dl 

BLASTX 

g3548802 

266 

l.Oe-48 

228 
47 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi__4335769_gb_AAD174 4 6_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

136208 

129416_1.R1010 

jC-atXP69C219M19T7 055dl 

BLASTN 

g2582640 

39 

3.0e-12 
39 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

136209 

129437_1.R1010 

jC-atXP69C219B15T7022dl 

BLASTN 

g3941523 

40 

8.0e-13 

40 

100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

136210 

129462_1.R1010 

jC-atXP69C217J14T7051dl 

BLASTX 

g3386600 

582 

6.0e-60 

167 
71 

(AC004 665) putative glycoprotein [Arabidopsis thaliana] 
136211 

129474_1.R1010 

j C-atXP 6 9C217C23T700 Idl 

BLASTX 

g3928102 

366 

l.Oe-34 

182 

56 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
136212 

129481_1.R1010 

jC-atXP65C208L10T7032dl 

BLASTN 

g2582640 

40 

7.0e-13 

40 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

136213 

129486_1.R1010 

jC-atXP65C206N17T7018dl 

BLASTX 

g3128176 

723 

2.0e-76 
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Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



201 
72 

(AC004521] 



unknown protein [Arabidopsis thaliana] 



136214 

129514_1.R1010 

jC-atXP65C207P23T7092dl 

BLASTN 

g3941523 

38 

l.Oe-11 

38 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

136215 

129517_1.R1010 

jC-atXP65C208B22T7061dl 

BLASTN 

g3549651 

349 

O.Oe+00 

603 

97 

Arabidopsis thaliana MAP3K epsilon gene 
136216 

129520_1.R1010 

jC-atXP65C208A7T7013dl 

BLASTN 

g2832689 

277 

l.Oe-154 

586 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone T9A21 
{ESSAII project) 

136217 

129522_1.R1010 

jC-atXP65C208AllT7021dl 

BLASTN 

g3746057 

559 

O.Oe+00 

603 

99 

Arabidopsis thaliana chromosome II BAG T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136218 

129524__1.R1010 

jC-atXP65C207P24T7005dl 

BLASTX 

g2244841 

773 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-82 

206 

75 

{Z97337) hypothetical protein [Arabidopsis thaliana] 
136219 

129529_1.R1010 

jC-atXP65C207M8T7083dl 

BLASTN 

g2582640 

38 

l.Oe-11 

38 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

136220 

129539__1.R1010 

jC-atXP65C207K24T7059dl 

BLASTX 

g3928099 

347 

2.0e-32 

181 

22 

(AC005770) unknown protein [Arabidopsis thaliana] 
136221 

129624_1.R1010 
jC-atXP5C89E10T7032al 

136222 

129632_1.R1010 
jC-atXP5C89B18T7024al 

136223 

129652_1.R1010 

jC-atXP43C170E23T7076dl 

BLASTX 

g4337175 

290 

9.0e-26 

114 

51 

{AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb__T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



136224 

129684_1.R1010 
jC-atXP43C169I3T7 041dl 

136225 

129700_1.R1010 
jC"atXP43C169B3T7032dl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3914467 

699 

l.Oe-73 

215 
70 

26S PROTEASOME REGULATORY SUBUNIT S3 
>gi_1864003_dbj_BAA19252_ (AB001422) 
tabacum] 



(NUCLEAR ANTIGEN 21D7) 
21D7 [Nicotiana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136226 

129713_1.R1010 

jC-atXP43C168E4T7090dl 

BLASTN 

g3860243 

334 

O.Oe+00 

410 

96 

Arabidopsis thaliana chromosome II BAG F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136227 

129727_1.R1010 

jC-atXP40C164D24T7072al 

BLASTX 

g3445204 

464 

4.0e-46 

184 

52 

(AC004786) putative GTP-binding protein [Arabidopsis 
thaliana] 

136228 

129762_1,R1010 

g2749228 

BLASTN 

g3046847 

183 

2.0e-98 

291 

97 

Arabidopsis thaliana genomic DNA, chromosomes, TAG clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

136229 

129785_1.R1010 

jC-atXP40C161L14T7066al 

BLASTX 

g3914002 

378 

l.Oe-64 

142 
94 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293527 9 
(AF033862) Lon protease [Arabidopsis thaliana] 



16238 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136230 

129788_1.R1010 

jC-atXP40C161K20T7042al 

BLASTX 

g3643085 

201 

3.0e-40 

148 

61 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemiam 
crystallinum] 



Seq. No. 
Contig ID 
5 '-most EST 



136231 

129795_1.R1010 
jC-atXP40C161J17T7057al 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136232 

129856_1.R1010 

jC-atXP20C114B21T7044al 

BLASTX 

g3885331 

286 

5.0e-38 

148 

55 

{AC005623) 
thaliana] 



putative cytochrome p450 protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136233 

129881_1.R1010 

jC-atXP20C113E2T7081al 

BLASTN 

g2462264 

37 

5,0e-ll 

37 
100 

Cucxomis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136234 

129896_1,R1010 

jC-atXP15C108FlT7093al 

BLASTX 

g3955021 

171 

2.0e-12 

112 

45 

{AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136235 

129921_1.R1010 

jC-atXP15C107M23T7068al 

BLASTN 

g2252639 



16239 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



334 

O.Oe+00 

693 

99 

Genomic sequence of Arabidopsis BAG F8A5, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136236 

129928_1.R1010 

jC-atXP15C107J6T7058al 

BLASTX 

g3212610 

145 

2.0e-18 

103 

50 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq* No. 


136237 


Contig ID 


129983 l.RlOlO 


5 ' -most EST 


3C-atXP2Q728f 2 


Method 


BLASTX 


NCBI GI 


g4ooiiuy 


BLAST score 


/"AO 
DUO 


E value 




Match length 


149 


% identity 


73 


NCBI Description 


(AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


136238 


Contig ID 


129987 l.RlOlO 


5 '-most EST 


jC-atXP20608f2 


Method 


BLASTN 


NCBI GI 


g619522 


BLAST score 


45 


E value 


8.0e-16 


Match length 


53 


% identity 


98 


NCBI Description 


Synechococcus PCC 6301 genomic DNA (clone PJRSYOl) 


Seq. No. 


136239 


Contig ID 


129989 l.RlOlO 


5 '-most EST 


jC-atXP20581f2 


Method 


BLASTN 


NCBI GI 


g4314333 


BLAST score 


45 


E value 


8.0e-16 


Match length 


53 


% identity 


96 


NCBI Description 


Homo sapiens chromosome 10 clone CIT987SK-1161G12 



10q25, complete sequence [Homo sapiens] 



Seq. No. 136240 

Contig ID 130005_1 . RIOIO 

5 '-most EST jC-atXN579208a2 



16240 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136241 

130074_1.R1010 

jC-atXN25473fl 

BLASTX 

g4512263 

190 

5.0e-14 

58 

69 

(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 



Seq. No. 
Contig ID 
5 '-most EST 



136242 

130099_1,R1010 
jC-atXN110229f2 



Seq. No. 
Contig ID 
5 '-most EST 



136243 

130107_1.R1010 
jC-atXB944a2 



Seq. No. 
Contig ID 
5 '-most EST 



136244 

130113_1.R1010 
jC-atXB823a2 



Seq. No. 
Contig ID 
5 '-most EST 



136245 

130115_1.R1010 
jC-atXB815a2 



Seq. No* 
Contig ID 
5 ' -most EST 



136246 

130119_1.R1010 
jC-atXB805f2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136247 

130123_1,R1010 

jC-atXB761f2 

BLASTX 

g3550436 

228 

2.0e-18 

69 

68 

{AJ001317) putative transcription repressor HOTR [Hordeiim 
vulgar e] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136248 

130129_1.R1010 

jC-atXB632a2 

BLASTN 

g507770 

33 

l.Oe-08 

65 

89 

Zea mays D3L H {+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 



136249 



16241 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130132_1.R1010 
jC-atXB304a2 

136250 

130240_1.R1010 

gl7426 

BLASTX 

g3172538 

179 

9.0e-13 

113 

46 

(AF067789) tSNARE AtTLG2p [Arabidopsis thaliana] 
136251 

130243_1,R1010 

g935450 

BLASTX 

g4510376 

242 

2.0e-20 

83 

54 

(AC007017) unknown protein [Arabidopsis thaliana] 
136252 

130267^1. RIOIO 
g396890 



136253 

130298_1.R1010 

gl7298 

BLASTN 

g4455321 

217 

l.Oe-118 

529 
45 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4I10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136254 

130308_1.R1010 

gl7273 

BLASTX 

gl651689 

202 

8.0e-16 

99 

44 

(D90899) hypothetical protein [Synechocystis sp.] 



136255 

130312_1, 

gl215939 

BLASTN 

g4454004 



RIOIO 



16242 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293 

l.Oe-164 

395 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



136256 

130315_1.R1010 

g2748118 

BLASTX 

g479413 

728 

6.0e-77 

229 

69 

myosin-like protein 



F24A6 



Arabidopsis thaliana 



136257 

130371_1.R1010 

gl6753 

BLASTN 

g4757403 

321 

O.Oe+00 

371 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJL12, complete sequence 

136258 

130374_1,R1010 
g2749713 



136259 

130391_1.R1010 

g2749235 

BLASTN 

g2864607 

259 

l.Oe-143 

428 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



136260 

130392_1.R1010 

gl6804 

BLASTN 

g4757399 

302 

l,0e-169 

318 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE13, complete sequence 



16243 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136261 

130435_1.R1010 

gl6850 

BLASTN 

g4531433 

366 

O.Oe+00 

416 

97 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

136262 

130477_1.R1010 

g2580825 

BLASTN 

g3228389 

409 

O.Oe+00 

517 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

136263 

130491_1.R1010 

g2756764 

BLASTN 

g2618677 

272 

l.Oe-151 

474 

96 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

136264 

130527_1.R1010 

g2723103 

BLASTN 

g3236234 

216 

l.Oe-118 

468 

95 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136265 

130553_1.R1010 

g2722809 

BLASTX 

g3152585 

329 

2.0e-30 
121 



16244 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



57 

(AC002986) Contains similarity to auxin-induced protein 

TM018A10.6 from A. thaliana BAC gb__AF013294 . [Arabidopsis 
thaliana] 



136266 

130584_1.R1010 

g501985 

BLASTN 

g2244901 

186 

l.Oe-100 

380 

97 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



136267 

130693_1.R1010 

gl7134 

BLASTN 

g3738313 

282 

l.Oe-157 

453 

94 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136268 

130702_1.R1010 

gl7146 

BLASTN 

g3128137 

311 

l.Oe-175 

360 

77 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K9I9, complete sequence [Arabidopsis thaliana] 

136269 

130789_1.R1010 

g906739 

BLASTX 

gl841357 

291 

5.0e-26 

128 

50 

(D85382) mitochondrial ribosomal protein Sll (nuclear 
encoded) 



mitochondrial ribosomal protein Sll 
[Oryza sativa] 



136270 

130806_1.R1010 

g506521 

BLASTN 



16245 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4734003 
54 

l.Oe-21 

62 

97 

Arabidopsis thaliana chromosome II BAC F3L12 genomic 
sequence, complete sequence 

136271 

130811_1.R1010 

gl6667 

BLASTX 

g4689108 

422 

2.0e-41 

113 

63 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 
136272 

130825_1.R1010 

g394887 

BLASTX 

g2827637 

250 

2.0e-21 

64 

72 

(AL021636) putative protein [Arabidopsis thaliana] 
136273 

130910_1.R1010 

gl6655 

BLASTX 

g543565 

226 

2.0e-18 

94 

49 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA064 62_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

136274 

130938_1.R1010 

gl7599 

BLASTN 

g4235150 

149 

3.0e-78 

306 
97 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 



Seq. No. 



136275 



16246 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



130993_1.R1010 

gl7573 

BLASTN 

g2213606 

194 

l.Oe-105 

395 

98 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



136276 

131015_1,R1010 

g2393174 

BLASTN 

g2924653 

200 

l.Oe-108 

412 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7, complete sequence [Arabidopsis thaliana] 



PI clone 



136277 

131074_1.R1010 
g315162 

136278 

131075_1,R1010 

g315175 

BLASTX 

g2979549 

285 

2.0e-51 

130 

88 

(AC003680) putative 7-ethoxycoumarin 0-deethylase 
[Arabidopsis thaliana] 

136279 

131077_1.R101G 

gl223592 

BLASTN 

g4309747 

334 

O.Oe+00 

448 

95 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136280 

131080_1.R1010 

g315213 

BLASTX 

gl946365 

108 



16247 



III Va.±Ue 








% identity 


85 


NCBI Description 


(U93215) glutaredoxin isolog [Arabidopsis thaliana; 


O c • LN U • 




Contig ID 


131083 l.RlOlO 


5 '-most EST 


g315217 


O <-«■ "NT 

beq. iNO. 


xoozoz 


L/OIlUiy XL* 


1 ^1 1 1 R1 01 n 


D — ICLOSu bo 1 


gj ID JO D 


beg. iNo. 


XO DZ 0 J 


Lonuig lu 


XolX/0 X.KXUlU 


D lUUo L. iZiO 1 


y O X J I? ^ 






NCBI GI 


g3882203 


BLAST score 


298 








1 "^n 


9* T 1^ -n 4^ T y 

? iaenL.-LL.y 


O X 


NL^rsi uescrxpi-ion 


^riOUXOZO^y iXXririU / ft X piUOcXIl [ rivJltlU oa^XfeJiloj 


beg. JNO . 


XOOZO r± 


uonzig xu 


XJXXoU X.KXUXU 


0 inosi- jijb 1 


y Z / O D 0 XO 




DXir\0 1 A 


NCBI GI 


gl621268 


BLAST score 


197 


E value 


4 . ue— xo 


Match length 


ion 


% identity 


A 1 
4 X 


NCBI Description 


t^oxuxzj un Known LKicxnus coimuunxsj 


beg. NO. 


XooZoo 


conrig lu 


1 "51 1 QQ 1 D 1 m n 
xoxxytt x.Kxuxu 


O — IU(J O U ill O 1 


/ ^ / oxo 


MeunOu 


DT 7\ CTY 

DXiiib J. A 


LNv^DX oX 




BLAST score 


449 


E value 


l.Oe-44 


lYiaLcn xengTin 




% identity 


o 4 


lnudx jjescrxptxon 


^i-iXiU ^ / O X ^ ptiOUdLc Xydott XXJs.t; ^xUUcXIl LriX ciJ.-/Xvj.t-'^oxo 




unaxxana J 


beg. JNO. 




Lontxg xu 


XolzUo X.KXUlU 


o mosi, Jiib i 


y o xo fi z 0 


lYie T,noci 


OXirib 1 A 




y^O / 0-?r±0 


BLAST score 


446 


E value 


6.0e-66 


Match length 


156 


% identity 


74 


NCBI Description 


(AL04 9711) putative protein [Arabidopsis thaliana] 



16248 



Seq. No. 


li62o / 


Contig ID 


loiZZo l.RlUiU 


5 '-most EST 


g315444 


Metnod 


BLASTN 


NCBI GI 


g4580386 


BLAST score 


438 


E value 


U , ue+uu 


Match length 


IT O A 

530 


% identity 




NCBI Description 


AraDidopsis tnaliana cnromosome ii dR.^ iouxo genomic 




sequence, complete sequence 


Seq. No. 


136288 


Contig ID 


iJlZob l.KiUlU 


5' -most EST 




Method 


BLAo IM 


NCBI GI 


g4220510 


BLAST score 


142 


E value 


5 . Oe-74 


Match length 


403 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F22K 




(ESSAII project) 


Seq. No. 


136289 


Contig ID 


131246_1.R1010 


5 '-most EST 


g315476 


Seq. No, 


136290 


Contig ID 


131311_1,R1010 


5 -most EST 


gil5547 


Seq. No. 


136291 


Contig ID 


131j1o l.RlulU 


o -most EbT 


g^ / oooUo 


Method 


BLASTX 


NCBI GI 


g3618320 


BLAST score 




E value 


3 . Oe-21 


Match length 


93 


% identity 


48 


NCBI Description 


(AB001888) zinc finger protein [Oryza sativa] 


Seq. No. 


136292 


Contig ID 


131335 l.RlUlO 


5 ' -most EST 


g315576 


Method 


BLASTX 


NCBI GI 


g3892701 


BLAST score 


211 


E value 


/ , ue— 1 / 


Match length 


93 


% identity 


46 


NCBI Description 


{AL033545) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


136293 


Contig ID 


131417_1.R1010 



16249 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



g958178 
BLASTN 
g3510345 
90 

6.0e-43 

391 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ8, complete sequence [Arabidopsis thaliana] 



PI clone: 



136294 

131476_1.R1010 

g2758438 

BLASTX 

g3482919 

403 

8.0e-40 

102 
82 

(AC003970) Putative protein kinase [Arabidopsis thaliana] 
136295 

131480_1.R1010 

g2393412 

BLASTX 

g4567304 

561 

l.Oe-57 

129 

89 

{AC005956) unknown protein [Arabidopsis thaliana] 
136296 

131498_1.R1010 

g2758078 

BLASTX 

g2494041 

245 

l.Oe-20 

164 

43 

DIAMINOPIMELATE EPIMERASE >gi_1653875_dbj_BAA18785_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 

136297 

131560_1.R1010 

g2763468 

BLASTX 

g2160166 

82 

2.0e-15 

186 

36 

{AC000132) No definition line found [Arabidopsis thaliana] 
136298 

131644 l.RlOlO 



16250 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2762822 
BLASTN 
g4678291 
277 

l.Oe-154 

330 

98 

Arabidopsis thaliana DNA chromosome 3, BAG clone 
(ESSA project) 



F28P10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136299 

131653_1.R1010 

g315976 

BLASTX 

gl706714 

297 

8.0e-27 

92 

63 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 
(ELECTRON TRANSFER FLAVOPROTEIN SMALL SUBUNIT) (ETFSS) 
>gi_1209054 (U32230) EtfS [Bradyrhizobium japonicum] 

136300 

131702_1.R1010 
g2047618 

136301 

131748_1.R1010 

g394894 

BLASTX 

g4512667 

330 

5.0e-52 

116 

84 

{AC006931) putative MAP kinase [Arabidopsis thaliana] 
136302 

131755_1.R1010 

g396604 

BLASTN 

g4586098 

339 

O.Oe+00 

383 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136303 

131795_1.R1010 

g396867 

BLASTX 

g99771 

279 

7.0e-25 



16251 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 (J05539) ubiquitin extension protein {UBQ5) 
[Arabidopsis thaliana] 



136304 

131800_1.R1010 

g396873 

BLASTN 

g4159699 

447 

O.Oe+00 

459 

99 

Arabidopsis thaliana genomic DNA, 
K16E1, complete sequence 



chromosome 5, TAG clone: 



136305 

131803_1.R1010 
g396891 

136306 

131837_1.R1010 

g397188 

BLASTX 

g3128200 

247 

6.0e-21 

84 

62 

(AC004521) unknown protein [Arabidopsis thaliana] 
136307 

131839_1.R1010 

g397190 

BLASTX 

g4490297 

554 

7.0e-57 

184 

62 

(AL035678) putative protein [Arabidopsis thaliana] 
136308 

131906_1.R1010 

g397266 

BLASTN 

g2244991 

261 

l.Oe-145 

328 

87 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 



136309 



16252 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131941_1.R1010 

g397310 

BLASTX 

g4220474 

4 97 

6.0e-50 

156 

72 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136310 

131980_1.R1010 
g2576801 

136311 

132104^1. RIOIO 

g406618 

BLASTN 

g3080430 

427 

O.Oe+00 

590 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T19P19 



136312 

132107_1.R1010 

g2722678 

BLASTX 

g4589974 

559 

2,0e-57 

118 

92 

(AC007195) unknown protein [Arabidopsis thaliana] 
136313 

132169_1.R1010 

g2048503 

BLASTN 

g3449326 

375 

O.Oe+OO 

429 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136314 

132179_1, 

g2749492 

BLASTN 

g3869074 

343 

O.Oe+00 



RIOIO 



16253 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



422 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMI9, complete sequence [Arabidopsis thaliana] 

136315 

132186_1.R1010 

g398883 

BLASTN 

g2828180 

366 

O.Oe+00 

442 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDK4, complete sequence [Arabidopsis thaliana] 

136316 

132229_1.R1010 

g4352G5 

BLASTN 

g4558656 

323 

O.Oe+00 

387 

96 

Arabidopsis thaliana chromosome II BAG T10F5 genomic 
sequence, complete sequence 

136317 

132312_1.R1010 

g402945 

BLASTN 

g3046856 

301 

l.Oe-169 

381 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI22, complete sequence [Arabidopsis thaliana] 

136318 

132375_1.R1010 
g2708350 

136319 

132394^1. RIOIO 

g2580949 

BLASTX 

g2811048 

174 

2,0e-12 

80 

50 

DEVB PROTEIN HOMOLOG >gi_2131051_emb_CAB09261_ (Z95844) 
devB [Mycobacterium tuberculosis] 



16254 



Seq. No. 

Contig ID 

5 •-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136320 

132488_1.R1010 

g406691 

BLASTN 

g3046854 

448 

O.Oe+00 

509 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136321 

132499_1.R1010 

g2048229 

BLASTX 

g4586576 

239 

5.0e-20 

65 
69 

(AB024992) multidrug resistance protein [Cicer arietinum] 
136322 

132537_1.R1010 

g406811 

BLASTN 

gl785729 

353 

O.Oe+00 

391 

98 

A. thaliana mitochondrial genome, part B 
136323 

132591_1.R1010 

g410350 

BLASTN 

g4220631 

328 

O.Oe+00 

368 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5J14, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



136324 

132603_1.R1010 
g410365 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



136325 

132608_1.R1010 
g410372 

136326 

132628_1.R1010 
g410397 



16255 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3128140 

218 

l.Oe-119 

226 

99 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MJE4, complete sequence [Arabidopsis thaliana] 



PI clone: 



136327 

132646_1.R1010 

g416434 

BLASTX 

g3335336 

612 

7.0e-64 

127 

94 

(AC004512) Contains similarity to DnaJ gene YM8520.10 
gb_825566 from from S. cerevisiae cosmid gb_Z4 9705. ESTs 
gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136328 

132667_1.R1010 

g3450623 

BLASTN 

g3047060 

36 

l.Oe-10 

83 

87 

Arabidopsis thaliana BAC F7N22 
136329 

132668__1.R1010 

g416463 

BLASTN 

gl785673 

549 

O.Oe+00 

572 

61 

A. thaliana mitochondrial genome, part A 
136330 

132695_1,R1010 

g2413491 

BLASTN 

g3894179 

304 

l.Oe-170 

357 

38 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16256 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136331 

132713_1.R1010 

g635224 

BLASTN 

g3241925 

176 

4.0e-94 

387 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No, 
Contig ID 
5 '-most EST 



136332 

132722_1.R1010 
g2764255 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136333 

132750__1.R1010 

g634171 

BLASTN 

g3212846 

281 

l.Oe-157 

309 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


136334 




Contig ID 


132752 1. 


RIOIO 


5 '-most EST 


g2062883 




Method 


BLASTN 




NCBI GI 


gl050427 




BLAST score 


345 




E value 


O.Oe+00 




Match length 


400 




% identity 


98 




NCBI Description 


A. thaliana mRNA 


Seq. No. 


136335 




Contig ID 


132790 1. 


RIOIO 


5 '-most EST 


g2759858 




Method 


BLASTN 




NCBI GI 


g2Q98816 




BLAST score 


243 




E value 


l.Oe-134 




Match length 


361 




% identity 


96 




NCBI Description 


Arabidopsis thai 


Seq. No. 


136336 




Contig ID 


132798 1, 


RlOlO 


5 '-most EST 


g435234 




Method 


BLASTX 




NCBI GI 


g2244926 




BLAST score 


269 




E value 


l.Oe-23 





16257 



Match length 

% identity 

NCBI -'Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



62 
87 

(Z97339) glutaredoxin [Arabidopsis thaliana] 
136337 

132799_1.R1010 

g435235 

BLASTX 

g3377841 

201 

5.0e-35 

90 

86 

(AF075598) contains similarity to phosphof ructokinases 
(Pfam; PFK.hinm, score; 36.60) [Arabidopsis thaliana] 

136338 

132885_1.R1010 

g906333 

BLASTX 

gl620898 

192 

2.0e-14 

73 

60 

(D87957) protein involved in sexual development [Homo 
sapiens] 

136339 

132951_1.R1010 

g2749660 

BLASTN 

g4220643 

212 

l.Oe-115 

409 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

136340 

132969_1.R1010 

g453739 

BLASTN 

g3873174 

301 

l.Oe-169 

305 

79 

Genomic sequence for Arabidopsis thaliana BAC F14N23r 
complete sequence [Arabidopsis thaliana] 



136341 

132996_1.R1010 
g453766 
BLASTN 
g2264315 



16258 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



320 

l.Oe-180 

383 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 

136342 

132997_1.R1010 

g2445924 

BLASTN 

g2264315 

238 

l.Oe-131 

367 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136343 

133004_1.R1010 
g936377 

136344 

133086_1.R1010 

g453875 

BLASTX 

g3935151 

312 

l.Oe-28 

68 

90 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
136345 

133110_1.R1010 
g3450014 

136346 

133152_1.R1010 

g454213 

BLASTX 

g4567279 

565 

2.0e-62 

156 

74 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

136347 

133170_1.R1010 

g458747 

BLASTN 

g3128166 

364 

0. Oe+00 



16259 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



599 
98 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136348 

133196_1.R1010 

g2393161 

BLASTX 

g4559380 

581 

6.0e-60 

110 

100 

{AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

136349 

133218_1.R1010 

g458795 

BLASTN 

g2618677 

219 

l.Oe-120 

299 

95 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

136350 

133355_1.R1010 
g460474 



136351 

133357_1.R1010 

g2596380 

BLASTX 

g3980379 

460 

6.0e-46 

92 

99 

(AC004561) putative cyclin. 



PCNA [Arabidopsis thaliana] 



136352 

133359__1.R1010 
g460478 

136353 

133459_1.R1010 
g496460 

136354 

133460_1.R1010 
g496461 
BLASTX 
g2497913 



16260 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

l.Oe-50 

82 

99 

EC PROTEIN HOMOLOG 
136355 

133467_1.R1010 

g473296 

BLASTX 

g3738325 

331 

7.0e-31 

90 

74 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136356 

133473_1.R1010 

g496463 

BLASTN 

g3128137 

281 

l.Oe-157 

494 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 

136357 

133492_1.R1010 

g2048883 

BLASTN 

g4678291 

294 

l.Oe-164 

411 

95 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 

136358 

133497_1,R1010 
g2393352 

136359 

133510_1.R1010 

g473347 

BLASTN 

gl785729 

488 

O.Oe+00 

513 

99 

A. thaliana mitochondrial genome, part B 



TAG clone: 



F28P10 



16261 



O C • W • 


136360 


Pnni" 1 rr TD 


133526 l.RlOlO 


5 * -most EST 


g493266 




BLASTX 


NCBI GI 


g4063733 


BLAST score 


964 


Hi V CL-L LLC 


1 Oe-105 




203 


% identity 


92 


NCBI Description 


(AC006259) putative P450 [Arabidopsis thaliana] 




X J W*J U X 




133S29 1 RIOIO 


O luUibC ILjOX 


y ri _/ J JXU 


o e q « IN o • 


X 0\J~j\J^ 




x-w>j^*i±u x«r\xkj/xvj 




a24139^8 

VJ^1X.J-/VJ(J 


MpthnH 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


233 


Hi V dX U-C 


3, Oe-19 






O XU^iiL.XL.y 


56 




/a^'^^71Q^^^ nnknown TiT'ntei'i n f AtsHi Hons "i s thaliana 


beq* INO . 


XO OO DO 


t^onuiy XU 


XOOJOfi X.r\.XUXU 




al3282^2 


Mp 1" h o H 


BLASTN 


IMV-fDx OX 


rr2^^1 nfi7 


BLAST score 


361 


E value 


O.Oe+OO 




J -7 U 


O Xl»ldlL.XL.y 


97 


jNk^iDi uescripi-xon 


riraDXClOpSXib L.Ild.XXciIlci yolKJXuXO \JVir\f Olix (JilUJovJiLLt; 




Vrisz\JL£.f COmpXcte acqilcHOt; L'"-^""»-'-*-*-l'^P^-'-'^ L-llclXXcliict J 


Q ^ KT/^ 

oecj • J-^o • 


XO OO D4 


(.^OIXT^Xy XU 


xo-.3J.j-/ X ■ r\.x vj X 


^ ' — TnriQ+- F<^T 


rr9Al 41 Zfi 
y^'dx'ix'z u 




BLASTX 


NCBI GI 


gl220453 


BLAST score 


408 


£j vclXLlc; 


1 np-^9 

X ■ uc: o ^ 




124 


^ xaenuxi-y 




INL-IDX JJcSCx XptiOIi 


^LUfZ/O^Oy dXpiiCt. cLlityXcloC L OvJXCliiUlU U LliJ tS X W o UJ.IL J 


oeCJ. LNO. 


X O DO UO 


L-Oni-Xy XU 


XOOO / X X.Jt\XUXU 


5 '-most EST 


g493312^ 


Method 


BLASTN 


NCBI GI 


g940179 


BLAST score 


224 


E value 


l.Oe-123 


Match length 


423 



16262 



% identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana floral homeotic (APS) gene, promoter 
region and partial cds 

136366 

133572_1.R1010 

g2393354 

BLASTN 

g4580386 

278 

l.Oe-155 

383 

96 

Arabidopsis thaliana chromosome II BAG T8018 genomic 
sequence, complete sequence 

136367 

133677__1.R1010 
g507094 

136368 

133723_1.R1010 

g496401 

BLASTX 

g2583129 

303 

l.Oe-27 

56 

98 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 

136369 

133760_1.R1010 

g496439 

BLASTX 

g3164138 

144 

l.Oe-13 

102 

43 

(D78604) cytochrome p450 monooxygenase [Arabidopsis 
thaliana] >gi_4115378 (AC005967) cytochrome p450 
monooxygenase [Arabidopsis thaliana] 

136370 

133761_1.R1010 

g506948 

BLASTN 

g2351063 

104 

2.0e-51 

224 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 



16263 



Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136371 

133772_1.R1010 
g623727 

136372 

133881_1.R1010 

g2047759 

BLASTN 

g2280508 

284 

l.Oe-158 

388 

97 

Arabidopsis thaliana tRNA-Glu gene 
136373 

133887_1.R1010 

gll58841 

BLASTN 

g3355463 

233 

l.Oe-128 

436 

100 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136374 

133900_1, 

g498476 



RIOIO 



136375 

133906_1.R1010 

g498482 

BLASTN 

g4519197 

44 

l.Oe-15 

135 

84 

Arabidopsis thaliana genomic DNA, 
MTCll, complete sequence 



chromosome 3, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



136376 

133939_1.R1010 

g498515 

BLASTX 

g4567304 

462 

l.Oe-122 

233 
93 

{AC005956) unknown protein [Arabidopsis thaliana] 
136377 

134082_1.R1010 
g2747650 



16264 



Method 


JDiji^O i A 


NCBI GI 


g3413703 


BLAST score 


471 


E value 




Ma ten ±enyLn 


± ^ o 


% identity 


/ u 


NCBI Description 




beq. NO. 




uontiig lu 




O UlOSt. HjO 1 












BLAST score 


617 


E value 


3.0e-64 


Match length 


172 


% identity 


72 


NCBI Description 


(AC007230 



unknown protein [Arabidopsis thaliana] 



RIOIO 



from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


136379 


Contig ID 


134128_1.R1010 


5 '-most EST 


g2733521 


Method 


BLASTX 


NCBI GI 


g4-3Uyool 


BLAST score 


331 


E value 


l.Oe-30 


Match length 


120 


% identity 


51 


NCBI Description 


(AC006930) R33423_ 


Seq. No. 


136380 


Contig ID 


134131 l.RlOlO 


5 '-most EST 


g2757674 


Method 


BLASTX 


NCBI GI 


g2213600 


BLAST score 


430 


E value 


3.0e-42 


Match length 


161 


% identity 


58 


NCBI Description 


(AC000348) T7N9.2 


Seq. No. 


136381 


Contig ID 


134132 l.RlOlO 


5 '-most EST 


g2733523 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


363 


E value 


O.Oe+00 


Match length 


410 


% identity 


98 


NCBI Description 


Genomic sequence 



1 [Homo sapiens] 



complete sequence [Arabidopsis thaliana] 



Seq. No. 



136382 



16265 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134189_1.R1010 

g3450386 

BLASTX 

g4689473 

522 

4.0e-53 

139 

73 

(AC007213) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136383 

134276_1.R1010 

gl217058 

BLASTX 

g2062155 

390 

2.0e-37 

200 

38 

(AC001645) mitochondrial processing peptidase alpha subunit 
precusor isolog [Arabidopsis thaliana] 

136384 

134280_1,R1010 

g502144 

BLASTN 

g3985957 

513 

O.Oe+00 

547 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136385 

134318_1. 

g502195 

BLASTX 

gl617274 

441 

3.0e-44 

233 
55 

{Z72152) 



RIOIO 



AMP-binding protein [Brassica napus] 



136386 

134347_1.R1010 

gl217184 

BLASTN 

g4580386 

126 

2,0e-64 

403 

98 

Arabidopsis thaliana chromosome II BAG T8018 genomic 
sequence, complete sequence 



16266 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



136387 

134377_1.R1010 

g557621 

BLASTN 

g2564046 

172 

7.0e-92 

408 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MGI19/ complete sequence [Arabidopsis thaliana] 

136388 

134431_1,R1010 
g2446139 

136389 

134494_1.R1010 

g506591 

BLASTN 

g2191126 

93 

l.Oe-44 

149 

97 

Arabidopsis thaliana BAC IG002N01 
136390 

134543_1.R1010 

gl517266 

BLASTX 

g4580391 

162 

6.0e-ll 

75 

49 

{AC007171) unknown protein [Arabidopsis thaliana] 
136391 

134546_1.R1010 

g506934 

BLASTN 

g3201608 

211 

l.Oe-115 

495 

96 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136392 

134554_1,R1010 

g509100 

BLASTX 

g4539337 

165 



16267 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-12 

43 
78 

(AL035539) putative protein [Arabidopsis thaliana] 
136393 

134559_1.R1010 

g506952 

BLASTX 

gl903357 

249 

3.0e-21 

73 

66 

{AC000104) Strong similarity to Arabidopsis 2A6 
(gb__X83096) . [Arabidopsis thaliana] 

136394 

134568_1.R1010 

g506963 

BLASTX 

g2979549 

472 

2.0e-47 

89 

99 

{AC003680) putative 7-ethoxycoiamarin 0-deethylase 
[Arabidopsis thaliana] 

136395 

134626_1.R1010 
g957935 

136396 

134655_1.R1010 

g507104 

BLASTN 

g3241924 

102 

4.0e-50 

359 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNC6, complete sequence [Arabidopsis thaliana] 

136397 

134820_1.R1010 

g937858 

BLASTX 

g3548808 

220 

4.0e-20 

128 

45 

(AC005313) unknown protein [Arabidopsis thaliana] 



Seq. No, 



136398 



16268 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134864_1.R1010 

g511167 

BLASTX 

g3024666 

341 

5*0e-32 

81 

75 

STRICTOSIDINE SYNTHASE 1/2 PRECURSOR >gi_1754983 {U43713) 
strictosidine synthase [Arabidopsis thaliana] >gi_1754 985 
(U43945) strictosidine synthase [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136399 

134866_1.R1010 

g511169 

BLASTX 

g4263715 

669 

2.0e-70 

130 

100 

(AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136400 

134881__1.R1010 

g511184 

BLASTN 

g3046848 

489 

O.Oe+00 

569 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18C1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



136401 

134932_1.R1010 

g515433 

BLASTN 

g3980263 

42 

3.0e-14 

42 

100 

Cicer arietinum mRNA for 20S proteasome beta subunit 
136402 

134971_1,R1010 
g2763682 

136403 

135056_1.R1010 

g550167 

BLASTX 

g4539601 

146 



16269 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

108 

35 

(AL04 9522) serine/threonine-protein kinase 
[Schizosaccharomyces pombe] 



136404 

135072_1.R1010 

g550184 

BLASTN 

g4584531 

317 

l.Oe-178 

329 

82 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



Seq. No. 
Contig ID 



136405 

135092_1.R1010 
g550204 

136406 

135097_1.R1010 
g2722958 

136407 

135136_1.R1010 

g550248 

BLASTX 

g4506399 

142 

l.Oe-08 

87 

40 

homolog of yeast Rael (Bharathi) mRNA-associated protein of 
41 kDa (Kraemer) >gi_3122666_sp_P784 06_RAlL_HUMAN 
MRNA-ASSOCIATED PROTEIN MRNP41 (RAEl PROTEIN HOMOLOG) 
>gi_1903456 (U84720) mRNA export protein [Homo sapiens] 

136408 

135137_1.R1010 

g935677 

BLASTX 

g3122671 

470 

2.0e-59 

125 
91 

HYPOTHETICAL RAEl-LIKE PROTEIN >gi_2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 

136409 

135138 l.RlOlO 



16270 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g550250 
BLASTX 
g4741927 
409 

5.0e-40 

82 

96 

(AF130252) calciiaiti dependent protein kinase CP4 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136410 

135199^1. RIOIO 

g572552 

BLASTN 

g2828185 

519 

O.Oe+00 

527 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 

136411 

135208_1,R1010 

g557631 

BLASTN 

g2924651 

406 

O.Oe+00 

446 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136412 

135288_1.R1010 

g2393345 

BLASTN 

g3859658 

305 

l.Oe-171 
412 

99 ~ 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T16L1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136413 

135327_1.R1010 
g572590 



136414 

135342_1, 

g2062800 

BLASTN 

g4097544 

249 

l.Oe-138 



RIOIO 



16271 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



369 
94 

Arabidopsis thaliana farnesylated protein ATFP2 mRNA, 
partial cds 

136415 

135411_1.R1010 

g586964 

BLASTN 

g4580514 

407 

O.Oe+00 

431 

99 

Arabidopsis thaliana scarecrow-like 3 {SCL3) mRNA, partial 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



136416 

135420_1.R1010 

g586973 

BLASTX 

g4510406 

275 

3.0e-24 

66 
77 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
136417 

135468_1.R1010 

g587024 

BLASTN 

g4757395 

360 

O.Oe+00 

363 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K21L13, complete sequence 

136418 

135469_1.R1010 

g2749280 

BLASTN 

g4757395 

292 

l.Oe-163 

383 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K21L13^ complete sequence 

136419 

135481_1.R1010 
g587042 



Seq. No. 



136420 



16272 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135528_1.R1010 
g623005 

136421 

135698_1.R1010 

g634190 

BLASTN 

g2656024 

350 

O.Oe+00 

406 

97 

Arabidopsis thaliana genomic DNA, 
K15E6 



chromosome 5, TAC clone: 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



136422 

135702_1.R1010 

g634242 

BLASTN 

g3869074 

273 

l.Oe-152 

305 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 

136423 

135726_1.R1010 

g634434 

BLASTX 

g4115934 

587 

l,0e-60 

139 

69 

(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB: AE000850) 
[Arabidopsis thaliana] 

136424 

135805_1.R1010 

g634781 

BLASTX 

g3047127 

256 

6.0e-22 

110 

57 

(AF058919) No definition line found [Arabidopsis thaliana] 
136425 

135837_1.R1010 
g634880 

136426 

135926 l.RlOlO 



16273 



5 '-most EST 



g671760 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136427 . 

135'$2T2iTR1010 

g957936 

BLASTX 

g2702283 

510 

8.0e-52 

124 

76 

(AC003033) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136428 

135963_1.R1010 

g671802 

BLASTN 

g2618602 

51 

l.Oe-19 

143 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 
5 '-most EST 



136429 

135986_1.R1010 
g683513 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136430 

136066__1.R1010 

g773438 

BLASTX 

gll68530 

304 

5.0e-39 

99 

90 

SERINE/THREONINE-PROTEIN KINASE ASK2 >gi_99748_pir S24586 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) {clone ASK2) - Arabidopsis thaliana 
>gi_164 43_emb_CAA78106_ (Z12120) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136431 

136100_1.R1010 

gll58897 

BLASTX 

g2275210 

271 

l.Oe-23 

134 

46 

{AC002337) peptidyl-prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 



Seq. No. 



136432 



16274 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136129_1.R1010 

g2762996 

BLASTX 

g3080428 

541 

2.0e-55 

101 

99 

(AL022604) putative protein [Arabidopsis thaliana] 
136433 

136142_1.R1010 

gl216770 

BLASTN 

g2264312 

360 

O.Oe+00 

424 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136434 

136156_1.R1010 

g2759115 

BLASTX 

g37383Q2 

467 

9.0e-52 

168 

65 

{AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136435 

136199_1.R1010 
g757597 

136436 

136211_1.R1010 
g757609 

136437 

136297_1.R1010 

gl932914 

BLASTN 

g3402671 

304 

l.Oe-170 

339 

99 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



136438 
136332 



l.RlOlO 



16275 



5 '-most EST 



g773491 



O C M • X>t » 


136439 


Pmrt" i rr TD 


136369 1 RIOIO 


5 '-most EST 


gl054483 


Method 


BLASTX 








325 


TP 1 n £i 






1 

xo u 




u / 


jNCox uesciripi_.xon 


\£^s^\J\J ^ j~ } pLlU.ci.LXvc y C LJOllX Ui.LLt5 sz'±.j\J LiiJ. dJ^x^J-VJ^o -L o uixa. j--lcliici j 


O ^ • iMtJ • 


J_ J U *± 1 VJ 


Pnni" H rr TH 
v^Uiiuxy XL/ 


13646? 1 RIOIO 




cr8607ST 

y o vj u ( -J 1 


Method 


BLASTN 


NCBI GI 


g3128166 




Oil 


jtj value 


n n^ixnn 
u . ueT^uu 


Match length 


498 


% identity 


90 


iNL-jDX uescxipL-xuii 


Zi-raKn Hr\'r\c:i <3 I" Vial i an^i nVrrnTTiPiCimTiA TT RAr' F4.T1 rrPTiriTni P 

raX dJU X vJOp O X O L-liClXXClilCl \_yliX (JllLkJo VJiLlC X -L SDrV^ L 1 X X yi3ii*JlLLX^ 




SeqUeiiCe^ COmpxeT^t? otSC^LltiiiOC l^riXciUXUU^oXo ulia.xxa,iia. j 


Seq. No. 


136441 


uont.xg IJJ 


xoofiO/ x.r\xuxu 


o mosu iijOi 


rrfl (^07 fiT 
y O D U / DO 


beq. No. 




uontiig xu 


1 J 04 DCS l.KlUxU 


0 —most: i 


go yo / oU 


oeq. iMO . 


X J Dfi ^ O 


L/Onx-Xy xu 


XODOXO X.IxXUXU 


o —most rubX 


go / D 


Method 


BLASTN 


NCBI GI 


g3927822 


rJii/ib i score 


O X 0 


E value 


c\ n j^x n n 
U . uexUU 


Match length 


D y o 


% identity 


y / 


iNOJDX UcoCX Xp LXUii 


A-raHn HriT^QT q ■i~H;^1 n ;^n^^ r^lrroninc^mTi*^ TT RAP PRNl 6 rrf^'TiOTni P 
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X O U T ri 71 


t^ontixg lu 


looOoZ X.KXUXU 




a87200R^ 


Method 


BLASTX 


NCBI GI 


g3738333 


BLAST score 


62 


E value 


5.0e-49 


Match length 


168 


% identity 


64 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 136445 



16276 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136538_1.R1010 

g872007 

BLASTN 

g3738313 

294 

l.Oe-164 

356 

98 

Arabidopsis thaliana chromosome II BAG T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Gontig ID 

5 '-most EST 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



136446 

136552_1.R1010 

g935991 

BLASTX 

g2244984 

514 

3.0e-52 

132 

81 

(Z97340) strong similarity to beta-1, 3-glucanase class I 
precursor [Arabidopsis thaliana] 

136447 

136574_1,R1010 

g895738 

BLASTN 

g2337888 

336 

O.Oe+00 

455 

95 

Genomic sequence for Arabidopsis thaliana BAG F14J16, 
complete sequence- [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



136448 

136585_1.R1010 
g897686 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



136449 

136626_1.R1010 

g899190 

BLASTN 

g4733952 

228 

l.Oe-125 

280 

96 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAG F23H11 genomic 



Seq. No. 

Contig ID 
5 '-most EST 



136450 

136713_1.R1010 
gll58562 



Seq. No. 
Contig ID 



136451 

136726 l.RlOlO 



16277 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g905495 
BLASTX 
g4538901 
216 

3.0e-17 

133 
40 

(AL049482) 



RNA-directed DNA polymerase-like protein 



[Arabidopsis thaliana] 
136452 

136735_1.R1010 

g905505 

BLASTX 

g4531434 

81 

5.0e-41 

127 

76 

{AC006224) unknown protein [Arabidopsis thaliana] 
136453 

136754_1.R1010 

g905526 

BLASTN 

gl707006 

366 

O.Oe+00 

472 

97 

Arabidopsis thaliana chromosome II BAC TIBS genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136454 

136849_1.R1010 

g905631 

BLASTX 

g2213594 

273 

5.0e-24 

77 

65 

(AC000348) T7N9,14 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136455 

136882_1.R1010 
g2596326 

136456 

136930__1.R1010 

g930930 

BLASTN 

g3461810 

45 

5.0e-16 

77 

90 
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NCBI Description Arabidopsis thaliana chromosome II BAG T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



136457 

137008_1.R1010 

g906898 

BLASTX 

g478809 

564 

5.0e-61 

170 

67 

protein kinase 6 (EC 2.7.1.-) - soybean >gi__170047 (M67449) 

protein kinase [Glycine max] >gi_444789_prf 1908223A 

protein kinase [Glycine max] 

136458 

137217_1.R1010 

g2758405 

BLASTN 

g3702734 

294 

l.Oe-164 

411 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

136459 

137259_1.R1010 

g906112 

BLASTN 

g2673901 

176 

3.0e-94 

298 

99 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136460 

137356_1.R1010 

g906215 

BLASTX 

g466022 

183 

2.0e-13 

162 

30 

HYPOTHETICAL 77.3 KD PROTEIN T05G5.8 IN CHROMOSOME III 

>gi_482214_pir S41008 hypothetical protein T05G5.8 - 

Caenorhabditis elegans 

136461 

137455_1.R1010 

g906330 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262154 
282 

4.0e-26 

125 

58 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136462 

137534_1.R1010 

g906429 

BLASTN 

g2924733 

34 

3.0e-09 

142 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

136463 

137592_1.R1010 

g906494 

BLASTN 

g3510340 

118 

l.Oe-59 

396 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDNll, complete sequence [Arabidopsis thaliana] 

136464 

137739_1.R1010 

g2596714 

BLASTX 

g4262234 

683 

8.0e-72 

195 

55 

(AC006200) unknown protein [Arabidopsis thaliana] 
136465 

137810__1.R1010 

g2756677 

BLASTX 

g3582340 

160 

9.0e-ll 

58 

53 

(AC005496) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



136466 

137872_1.R1010 
g906815 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2760168 

185 

2.0e-99 

593 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136467 

137929_1.R1010 
g2747839 

136468 

137938_1-R1010 
g957765 

136469 

137986_1.R1010 

g906949 

BLASTX 

g4586039 

249 

3.0e-21 

76 

67 

(AC007109) unknown protein [Arabidopsis thaliana] 
136470 

138035_1.R1010 
g907005 

136471 

138096_1.R1010 

g937520 

BLASTX 

g3176687 

558 

l.Oe-100 

198 

92 

{AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344, ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

136472 

138132_1.R1010 

g2758070 

BLASTX 

gl903360 

391 

l.Oe-37 

160 

49 

(AC000104) Similar to Arabidopsis 2A6 (gb_X83096) . EST 
gb_T76913 comes from this gene. [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136473 

138198_1.R1010 

g907192 

BLASTX 

g4454044 

363 

8.0e-35 

89 

80 

(AL035394) putative Ap2 domain protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136474 

138206_1.R1010 

g2759446 

BLASTX 

gll5783 

89 

2.0e-48 

110 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136475 

138287_1.R1010 

g930373 

BLASTX 

g2129471 

394 

3.0e-38 

101 

79 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100223 (L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

136476 

138309_1.R1010 
g930491 

136477 

138377_1.R1010 

g930645 

BLASTX 

g2190550 

258 

2.0e-22 

73 

66 

(AC001229) ESTs gb_T45 67 3, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 



136478 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138391_1-R1010 

g930655 

BLASTX 

g3894191 

290 

9.0e-26 

175 
48 

(AC005662) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136479 

138391_2.R1010 

g2393408 

BLASTX 

g3894191 

269 

2.0e-23 

132 

48 

{AC005662) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



136480 

138435_1.R1010 
g2393429 



Seq- No. 
Contig ID 
5 '-most EST 



136481 

138438_1.R1010 
g930720 



Seq. No. 
Contig ID 
5 '-most EST 



136482 

138445_1.R1010 
g930729 



Seq. No. 
Contig ID 
5 '-most EST 



136483 

138494_1.R1010 
g9aP783 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136484 

138613_1.R1010 

g930941 

BLASTN 

g3641835 

204 

l.Oe-111 

400 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136485 

138696_1, 

g931047 

BLASTX 

g4587540 

546 

3.0e-56 
124 



RIOIO 
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% identity 

NCBI Description 



Seg. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. [Arabidopsis thaliana] 

136486 

138705_1.R1010 
g931059 

136487 

138706_1.R1010 

g931060 

BLASTN 

g4027862 

232 

l.Oe-127 

367 

90 

Arabidopsis thaliana chromosome 1 BAG T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136488 

138860_1.R1010 

g2764066 

BLASTN 

g3327922 

335 

O.Oe+00 

343 

100 

Arabidopsis thaliana chromosome II BAG T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136489 

138862_1.R1010 

g931243 

BLASTX 

g4468803 

351 

2.0e-33 

107 

70 

(AL035601) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136490 

138969_1.R1010 
gll58777 

136491 

139006_1.R1010 

g931937 

BLASTX 

g2827625 

478 

6.0e-48 

147 

71 
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NCBI Description 



(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136492 

139067_1.R1010 
g2048954 

136493 

139077_1.R1010 

g931928 

BLASTX 

g4220485 

556 

4.0e-57 

155 

77 

(AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

136494 

139209_1.R1010 

g933367 

BLASTN 

g2696018 

519 

O.Oe+00 

643 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


136495 


Contig ID 


139232 l.RlOlO 


5 '-most EST 


g933465 


Method 


BLASTX 


NCBI GI 


g3746060 


BLAST score 


322 


E value 


5.0e-42 


Match length 


134 


% identity 


65 


NCBI Description 


(AC005311) unknown protein 


Seq. No. 


136496 


Contig ID 


139404 l.RlOlO 


5 '-most EST 


g933694 


Seq. No. 


136497 


Contig ID 


139459 l.RlOlO 


5 '-most EST 


g935200 


Method 


BLASTX 


NCBI GI 


g629561 


BLAST score 


449 


E value 


l.Oe-44 


Match length 


142 


% identity 


63 


NCBI Description 


SRGl protein - Arabidopsis 



^Arabidopsis thaliana] 



>gi_4 7 9 0 4 7_emb_CAA5 5 6 5 4_ 
thaliana] 



(X79052) SRGl [Arabidopsis 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136498 

139499_1.R1010 
gll59576 

136499 

139594_1.R1010 

g2762216 

BLASTX 

g2281088 

174 

2.0e-12 

104 

38 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

136500 

139605_1.R1010 

gl565873 

BLASTX 

g2911059 

541 

2.0e-55 

151 

79 

{AL021961) putative protein [Arabidopsis thaliana] 
136501 

139804_1.R1010 
g2048118 

136502 

139826_1.R1010 

g2763398 

BLASTX 

g3582341 

699 

7.0e-74 

171 

75 

(AC005496) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

136503 

139830_1.R1010 
g935087 

136504 

139889_1.R1010 
g935154 

136505 

139933_1.R1010 
g935210 
BLASTX 
g3236247 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5. '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

4.0e-51 

104 

94 

(AC004684) SCARECROW-like protein [Arabidopsis thaliana] 
136506 

140158_1.R1010 

g935479 

BLASTX 

g4455033 

182 

2,0e-13 

86 

45 

(AF116237) pseudouridine synthase 1 [Mus musculus] 
136507 

14023G__1.R1010 

g935567 

BLASTN 

g2656024 

143 

l.Oe-74 

312 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K15E6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136508 

140642_1.R1010 
g936045 

136509 

140665_1.R1010 

g936071 

BLASTX 

g4063752 

454 

5.0e-45 

114 

79 

(AC005851) unknown protein [Arabidopsis thaliana] 
>gi_4510410_gb_AAD21496.1_ {AC006929) unknown protein 
[Arabidopsis thaliana] 

136510 

140722_1.R1010 

g2733339 

BLASTN 

g2815404 

59 

4.0e-24 

154 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136511 

140833_1.R1010 
g2759079 

136512 

140946_1.R1010 

g936416 

BLASTN 

g4733953 

90 

7.0e-43 

393 

97 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

136513 

141052_1.R1010 

g2748467 

BLASTN 

g3212102 

114 

4.0e-57 

477 

97 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

136514 

141143_1.R1010 

g936645 

BLASTN 

gl785729 

261 

l.Oe-145 

299 

96 

A. thaliana mitochondrial genome, part B 



136515 

141280_1.R1010 

g958000 

BLASTN 

g2564048 

367 

O.Oe+00 

452 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136516 

141318_1.R1010 
g3228571 
BLASTN 
g2656028 
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I 





BLAST score 


345 




E value 


O.Oe+00 
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% identity 


99 




NCBI Description 


(AC007069) unknown 






X J U J X o 




Contig ID 


141471 l.RlOlO 




5 '-most EST 


g937041 




Seq. No. 
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a937526 




Method 


BLASTN 




NCBI GI 


g4467131 




BLAST score 


300 




E value 


l.Oe-168 




Match length 


342 



% identity 

NCBI Description 



97 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20M13 



Seq. No. 
Contig ID 
5 '-most EST 



136523 

141945_1.R1010 
g2758876 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136524 

142148_1.R1010 

g937881 

BLASTX 

g4510406 

176 

l.Oe-12 

80 
54 

(AC006587) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



136525 

142273_1,R1010 
g92B952 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136526 

142297_1.R1010 

gl015432 

BLASTX 

g4406778 

358 

l.Oe-57 

130 

86 

(AC006532) putative brassinosteroid insensitive protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



136527 

142373_1.R1010 
g2048111 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136528 

142447_1.R1010 

g949067 

BLASTX 

g3249105 

210 

2.0e-16 

128 

40 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



136529 

142471_1.R1010 
g949304 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136530 

142552_1.R1010 

gl217096 

BLASTN 

gl785673 

433 

O.Oe+00 

544 

95 
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NCBI Description A.thaliana mitochondrial genome, part A 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136531 

142658_1.R1010 
g957585 

136532 

142680_1.R1010 

g957612 

BLASTN 

g3449334 

326 

O.Oe+00 

441 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 

136533 

142749_1.R1010 

g957698 

BLASTN 

g4220638 

220 

l.Oe-120 

374 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136534 

142787_1.R1010 

g2759501 

BLASTN 

g4159712 

259 

l.Oe-143 

470 

81 

Arabidopsis thaliana genomic DNA, 
MWI23, complete sequence 



chromosome 3, PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



136535 

142793_1.R1010 

g957745 

BLASTN 

g2264310 

240 

l.Oe-132 

264 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKPll, complete sequence [Arabidopsis thaliana] 

136536 

142802_1.R1010 
g2047435 



PI clone 



16291 





BLASTX 


NCBI GI 


g2244860 


BLAST score 


210 
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BLASTN 


NCBI GI 


g4589439 


BLAST score 


338 


E value 


O.Oe+OO 


Match length 


491 


% identity 


98 



cucumisin [Arabidopsis thaliana] 



putative polygalacturonidase [Arabidopsis 



NCBI Description 



Arabidopsis thaliana genomic DNA, 
MQMl, complete sequence 



chromosome 5, PI clone: 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 



136539 

143139_1.R1010 

g958126 

BLASTN 

g4006885 

161 

2.0e-85 

300 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

136540 

143198_1.R1010 

g958191 

BLASTX 

g3047104 

285 

2.0e-25 

140 

55 

(AF058919) No definition line found [Arabidopsis thaliana] 
136541 

143209 l.RlOlO 



16292 





a3719146 




RT.ASTX 


NCBI GI 


g3386611 


BLAST score 


253 


E valu© 






90 


% identity 


50 


NCBI Description 


(AC004 665) unknown protein [Arabi 




136542 


Contig ID 


143277 l.RlOlO 


5 '-most EST 


g2749268 


beq. iNO, 


J. O D*J 1 «J 


Contig ID 


143305 l.RlOlO 


5 '-most EST 


gl328084 
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136544 


L/Onuiy ±u 


14^44? 1 RIOIO 


CL t m^^C'-h TCP 

0 —most Hioi 


rrl DAI 

y lUf± 1^ / U 


O \I 

beq. iMo» 


lO DOrt V? 


Lonuig lu 


1 4 ^"^1 1 1 01 f) 
XfiOJXi JL • rS.X U J. (J 
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BLAST score 


44 


E value 


2.0e-39 


lYiaucn xenyun 




^ identity 


y / 


jMUDi uescripT-ion 






tinaiiana J 


Seq. No, 




uonuig iJJ 


1 A'^^f^fs 1 R1 01 0 




al565829 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


508 


E value 


2.0e-51 


Match length 


152 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq- No. 
Contig ID 
5 '-most EST 



59 

(Z99708) putative protein [Arabidopsis thaliana] 
136547 

143599_1.R1010 
gl053411 

136548 

143646_1.R1010 
g2412911 

136549 

143650_1.R1010 
gl053472 



Seq. No. 



136550 



16293 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143684_1.R1010 

gl053767 

BLASTN 

g3702732 

325 

O.Oe+00 

365 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGFIO, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136551 

143696_1.R1010 

gl053523 

BLASTX 

g4455361 

504 

6.0e-51 

111 

87 

{AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136552 

143707_1.R1010 

gl053540 

BLASTN 

g4582411 

173 

2,0e-92 

326 

99 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAG T23K8 sequence, 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136553 

143708_1.R1010 

gl053789 

BLASTN 

g2191126 

291 

l.Oe-163 

366 

95 

Arabidopsis thaliana BAG IG002N01 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136554 

143733_1.R1010 

g2047566 

BLASTX 

g3927825 

120 

4.0e-50 

170 

74 

{AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



16294 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



136555 

143742_1.R1010 
gl053581 

136556 

143757_1.R1010 

gl053599 

BLASTX 

g4558564 

462 

5<0e-46 

116 

78 

(AC007138) predicted protein of unknovm function 
[Arabidopsis thaliana] 

136557 

143844_1.R1010 
g2412725 

136558 

143849_1.R1010 

gl053705 

BLASTX 

g2558938 

202 

l.Oe-29 

206 

42 

(AF024625) arm repeat containing protein [Brassica napus] 
136559 

143971_1.R1010 

gl053856 

BLASTN 

g3522932 

473 

O.Oe+00 

494 

99 

Arabidopsis thaliana chromosome II BAG F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136560 

143987_1.R1010 

gl053879 

BLASTN 

gl785673 

378 

O.Oe+OO 

487 

95 

A. thaliana mitochondrial genome, part A 
136561 

144001_1.R1010 
g2393643 



16295 
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NCBI Description 


(AL035601) putative protein [Arabidopsis thaliana] 




Seg. No. 


136568 




Contig ID 


144616 l.RlOlO 




5 '-most EST 


gll03366 




Method 


BLASTN 



16296 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2853071 
217 

l.Oe-119 

235 

98 

Arabidopsis thaliana DNA chromosome A, BAC clone 
(ESSA project) 

136569 

144631_1.R1010 
gll49442 



F24J7 



136570 

144635_1, 

gll09707 

BLASTX 

g3287494 

333 

7.0e-31 

139 

52 

(D78504) 



RIOIO 



similar to yeast SRPl [Oryza sativa] 



136571 

144641_1.R1010 

gll09713 

BLASTX 

g3980386 

735 

4.0e-78 

143 

99 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



136572 

144654_1.R1010 

gll09726 

BLASTN 

g3869067 

199 

l.Oe-108 

245 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

136573 

144684_1.R1010 
g2748813 



136574 

144724_1. 

gll58274 

BLASTX 

g3885341 

532 



RlOlO 



16297 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



3.0e-54 

162 

53 

(AC005623) unknown protein [Arabidopsis thaliana] 
136575 

144729_1.R1010 

gll58279 

BLASTN 

g2564045 

312 

l.Oe-175 

502 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K8K14, complete sequence [Arabidopsis thaliana] 

136576 

144747_1.R1010 

gll58299 

BLASTX 

g4415931 

454 

6.0e-49 

115 

87 

{AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

136577 

145411_1.R1010 

g2580944 

BLASTN 

g4220468 

294 

l.Oe-164 

337 

98 

Arabidopsis thaliana chromosome II BAG T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136578 

145460_1,R1010 

g2757384 

BLASTX 

g2982452 

572 

5.0e-59 

132 

87 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

136579 

145670_1.R1010 
gll59324 



16298 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4519195 

147 

5.0e-77 

225 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

136580 

145923_1.R1010 

g3450082 

BLASTN 

g3641835 

350 

0,0e+00 

519 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone T4L20 
(ESSAII project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136581 

145938_1.R1010 

gll59662 

BLASTN 

g4557061 

225 

l.Oe-123 

449 

90 

Arabidopsis thaliana chromosome II BAG F23M2 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136582 

146227_1.R1010 

gl215839 

BLASTN 

g2253009 

340 

O.Oe+00 

411 

95 

Arabidopsis thaliana 
partial 



mRNA for MAP3K delta-1 protein kinase. 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



136583 

146233_1.R1010 
gl225918 

136584 

146245_1.R1010 
g2393146 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



136585 

146259_1.R1010 

gl215872 

BLASTX 



16299 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3319340 
480 

3.0e-48 

95 

100 

(AFQ77407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

136586 

146331_1.R1010 

gl215944 

BLASTX 

g4490297 

71 

3.0e+00 

109 

17 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136587 

146338_1.R1010 
g2749520 

136588 

146352_1.R1010 

gl215969 

BLASTX 

g2462832 

484 

l.Oe-48 

125 

65 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 
136589 

146455_1.R1010 

g2758462 

BLASTX 

g2351097 

391 

2.0e-55 

206 
60 

(AB006810) ATMRKl [Arabidopsis thaliana] 
136590 

146965_1.R1010 
g2048076 

136591 

147359_1.R1010 

g2047652 

BLASTN 

g2827538 

275 

l.Oe-153 
315 



16300 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

136592 

147553_1.R1010 

g2748193 

BLASTN 

g3510341 

325 

O.Oe+00 

416 

50 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFC16, complete sequence [Arabidopsis thaliana] 

136593 

147669_1.R1010 

g2749065 

BLASTX 

g4559329 

279 

l.Oe-24 

91 

60 

(AC0070^87) putative protein kinase MAP3K [Arabidopsis 
thaliana] 

136594 

147984_1.R1010 

g2048181 

BLASTX 

g4753648 

692 

5.0e-73 

137 

99 

{AL049751) putative protein [Arabidopsis thaliana] 
136595 

148213_1.R1010 

gl327623 

BLASTX 

g2795806 

741 

l.Oe-78 

170 

88 

(AC003674) unknown protein [Arabidopsis thaliana] 
136596 

148442_1.R1010 

g2748790 

BLASTN 

g3510339 

356 

O.Oe+00 



16301 



Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



440 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K1, complete sequence [Arabidopsis thaliana] 

136597 

148493_1.R1010 

gl328128 

BLASTN 

g4757678 

110 

7.0e-55 

325 

97 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F9H16 genomic 



136598 

148539_1.R1010 

g2393179 

BLASTN 

g4662647 

186 

l.Oe-100 

450 

94 

Arabidopsis thaliana chromosome II BAC F3K12 genomic 
sequence, complete sequence 

136599 

148602_1.R1010 

g2596170 

BLASTX 

g2494123 

397 

3.0e-38 

77 

99 

(AC002376) Contains similarity to Saccharomyces 
hypothetical 52.1 KD protein {gb_Z28075) . EST gb_T04617 
comes from this gene. [Arabidopsis thaliana] 

136600 

148635_1.R1010 

g2597530 

BLASTX 

g2621798 

303 

2.0e-27 

80 

70 

(AE000850) transcriptional regulator [Methanobacterium 
thermoautotrophicum] 

136601 

148719_1.R1010 
g2445923 



16302 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



BLASTN 

g4417264 

246 

l.Oe-136 

387 

99 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136602 

148840_1.R1010 

gl520923 

BLASTN 

g343347 

261 

l.Oe-145 

432 

91 

Soybean 18S ribosomal RNA gene 
136603 

149018_1.R1010 

gl565836 

BLASTN 

g2618603 

175 

2.0e-93 

212 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSL3, complete sequence [Arabidopsis thaliana] 

136604 

149158_1.R1010 

gl932922 

BLASTX 

g2245053 

231 

4.0e-19 

81 

59 

(Z97342) resistance gene homolog [Arabidopsis thaliana] 
136605 

149262_1.R1010 

g2759078 

BLASTN 

g2088638 

361 

O.Oe+00 

426 

97 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136606 

149299 l.RlOlO 



16303 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2047603 
BLASTN 
g4220640 
160 

8.0e-85 

320 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPEll, complete sequence [Arabidopsis thaliana] 

136607 

149346_1.R1010 
g2047481 

136608 

149348_1.R1010 

g2758665 

BLASTN 

g4589428 

174 

6.0e-93 

408 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFH8, complete sequence 

136609 

149351_1.R1010 

g2576672 

BLASTX 

g2213595 

178 

6,0e-13 

51 

63 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
136610 

149368_1.R1010 

g2047510 

BLASTX 

g2392772 

163 

7.0e-21 

69 

80 

{AC002534) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

136611 

149383_1.R1010 

g2580669 

BLASTX 

g3193292 

529 

7.0e-54 
125 
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% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



84 

{AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

136612 

149678_1.R1010 

g2047882 

BLASTX 

g4006872 

169 

5.0e-19 

106 
52 

{Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 

136613 

149769_1.R1010 

g2047980 

BLASTN 

g4757414 

205 

l.Oe-111 

367 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

136614 

149779_1.R1010 

g2047991 

BLASTN 

g4585952 

188 

l.Oe-lOl 

362 

91 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

136615 

149785_1.R1010 
g2580872 

136616 

149791_1.R1010 
g2580759 

136617 

149795_1.R1010 

g2393442 

BLASTN 

g4757399 

196 

l.Oe-106 
438 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE13, complete sequence 

136618 

149823_1.R1010 
g2413308 

136619 

149862_1.R1010 
g2048096 

136620 

149879_1.R1010 

g2048113 

BLASTX 

g2829889 

376 

4.0e-36 

85 

88 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
136621 

149897_1.R1010 
g2048133 

136622 

150114_1.R1010 

g2048366 

BLASTN 

g2191181 

176 

4.0e-94 

200 

96 

Arabidopsis thaliana BAC TM021B04 
136623 

150204_1.R1010 

g2445909 

BLASTN 

g2182285 

318 

l,0e-179 

387 

96 

Sequence of BAC F5I14 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

136624 

150254_1.R1010 
g2758810 

136625 

150422_1.R1010 
g2749090 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
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5 '-most EST 
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% identity 
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Seq, No. 
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5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2335089 

332 

O.Oe+00 

407 

96 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136626 

150464__1.R1010 

g2412933 

BLASTN 

g2828183 

42 

2.0e-14 

99 

55 

Arabidopsis thaliana genomic DNA, chromosome^ 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 

136627 

150482_1.R1010 

g2048777 

BLASTX 

g3702333 

163 

l.Oe-11 

40 

65 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
136628 

150492_1.R1010 

g2749179 

BLASTN 

g4220643 

348 

O.Oe+00 

421 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

136629 

150594_1.R1010 

g2048900 

BLASTN 

g2645198 

231 

l.Oe-127 

302 

95 

Arabidopsis thaliana chromosome I BAC T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



136630 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
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E value 
i^atch length 
'% identity 
NCBI Description 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150643_1.R1010 

g2048950 

BLASTX 

g2651307 

74 

7.0e-25 

91 

55 

(AC002336) putative uroporphyinogen decarboxylase 
[Arabidopsis thaliana] 

136631 

150743_1.R1010 

g2414001 

BLASTN 

g3004543 

296 

l.Oe-166 

445 

97 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136632 

150833_1.R1010 

g2446032 

BLASTN 

g2894591 

59 

2.0e-24 

324 

95 

Arabidopsis thaliana DNA chromosome A, BAC clone T6K21 
(ESSAII project) 

136633 

150889_1.R1010 

g2393163 

BLASTN 

g3894179 

370 

O.Oe+00 

453 

97 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136634 

150921_1.R1010 

g3450256 

BLASTN 

g3869075 

78 

l.Oe-35 

226 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
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Contig ID 

5^ -most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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5 '-most EST 
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NCBI GI 
BLAST score 
E value 
Match length 



MXK3, complete sequence [Arabidopsis thaliana] 
136635 

150953_1.R1010 

g2393227 

BLASTX 

g4510381 

392 

6.0e-38 

134 

67 

(AC007017) unknown protein [Arabidopsis thaliana] 
136636 

150985_1.R1010 

g2393259 

BLASTN 

g4159706 

222 

l.Oe-121 

284 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

136637 

151059_1.R1010 

g2393333 

BLASTN 

g2924652 

334 

O.Oe+00 

406 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K9L2, complete sequence [Arabidopsis thaliana] 

136638 

151061_1.R1010 

g2393335 

BLASTN 

g2182289 

106 

2.0e-52 

281 

93 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136639 

151062_1.R1010 

g2747491 

BLASTN 

g4587986 

216 

l.Oe-118 
518 
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% identity 

NCBI Description 
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% identity 
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Seq. No. 
Contig ID 



92 

Arabidopsis thaliana ABA- regulated gene cluster, complete 
sequence 

136640 

151069_1.R1010 
g2445934 

136641 

151076__1.R1010 
g2393350 

136642 

151099_1.R1010 

g2393373 

BLASTN 

g4538949 

306 

l.Oe-171 

443 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24G24 
{ESSA project) 

136643 

151118_1.R1010 
g2393392 

136644 

151128_1.R1010 

g2393402 

BLASTX 

g3859659 

307 

6.0e-28 

64 

92 

(AL031394) putative potassium transporter AtKTSp (AtKTS) 
[Arabidopsis thaliana] 

136645 

151136_1.R1010 
g2393410 

136646 

151322_1.R1010 

g3449405 

BLASTX 

g2262113 

372 

2.0e-35 

76 

96 

(AC002343) unknown protein [Arabidopsis thaliana] 
136647 

151359 l.RlOlO 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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5 '-most EST 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



g2756851 
BLASTN 
g3492818 
39 

2.0e-12 

86 

86 

Quercus sufoer cDNA for a ribosomal protein RPL41 
136648 

151401_1.R1010 

g2393676 

BLASTN 

g4415928 

281 

l.Oe-157 

432 

92 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136649 

151444_1.R1010 

g2412726 

BLASTX 

g2443885 

388 

l.Oe-37 

83 

90 

(AC002294) Unknown protein [Arabidopsis thaliana] 
136650 

151444_2.R1010 

g2722213 

BLASTN 

g2182289 

152 

3.0e-80 

216 

94 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136651 

151445__1,R1010 

g2413317 

BLASTX 

g2191131 

367 

3,0e-35 

68 

100 

(AF007269) A__IG002N01 . 8 gene product [Arabidopsis thaliana] 
136652 

151447 l.RlOlO 
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5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Contig ID 
5 '-most EST 
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Contig ID 

5 '-most EST 
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NCBI GI 
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E value 

Match length 

% identity 
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Seq. No, 

Contig ID 
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% identity 
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Seq. No. 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2412917 
136653 

151495_1.R1010 

g2412777 

BLASTN 

g3522932 

272 

l.Oe-151 

287 
99 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

136654 

151552_1.R1010 
g2412834 

136655 

151629_1.R1010 
g3450126 

136656 

151649_1.R1010 

g2749574 

BLASTX 

g2288999 

397 

2.0e-38 

112 

71 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

136657 

151680_1.R1010 

g2576631 

BLASTX 

g4388834 

304 

l.Oe-27 

114 

18 

(AC006528) putative disease resistance protein RPPl, 3' 
partial [Arabidopsis thaliana] 

136658 

151724_1.R1010 

g2413011 

BLASTN 

g2160132 

21 

5.8e-02 

273 

62 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 
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Seq. No, 
Contig ID 
5 '-most EST 



136659 

151734_1.R1010 
g2413021 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 
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Match length 

% identity 
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Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 "-most EST 



136660 

151822_1.R1010 

g2413110 

BLASTX 

g548485 

175 

5.0e-13 

64 

27 

POLYGALACTURONASE INHIBITOR PRECURSOR 
(POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi_478 677_pir S23764 polygalacturanase-inhibiting protein 

precursor - kidney bean >gi_21029_emb_CAA4 6016_ {X64769) 
polygalacturanase-inhibiting protein [Phaseolus vulgaris] 

136661 

151858_1.R1010 

g2747915 

BLASTN 

g2244747 

54 

2.0e-21 

414 

67 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

136662 

151860_1.R1010 

g2749543 

BLASTN 

g3128166 

415 

O.Oe+00 

459 

97 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136663 

151866_1.R1010 
g2413154 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136664 

151952_1.R1010 

g2580778 

BLASTX 

g2245014 

280 

9.0e-25 

82 

68 
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NCBI Description {Z97341) glucosyltransf erase homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
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NCBI GI 

BLAST score 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



136665 

151964_1.R1010 

g3449732 

BLASTN 

g2924733 

107 

4.0e-53 

287 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

136666 

151980_1.R1010 

g2580711 

BLASTN 

g4757403 

283 

l.Oe-158 

291 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 

136667 

152004_1.R1010 

g2580734 

BLASTX 

g2497753 

238 

7.0e-20 

85 

51 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 

136668 

152077_1.R1010 
g2722217 

136669 

152119_1.R1010 

g2580655 

BLASTN 

gl6472 

178 

2.0e-95 

355 

98 

A. thaliana rRNA repeat unit, most frequent IGR type 
136670 

152119_2.R1010 
g2756756 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
- 5 '-most EST 
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NCBI GI 
BLAST score 
E value 
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% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3402671 

269 

l.Oe-149 

288 

98 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136671 

152232_1.R1010 

g3450076 

BLASTX 

g2129755 

184 

l.Oe-13 

103 

39 

tryptophan synthase (EC 4.2.1.20) alpha chain - Arabidopsis 
thaliana >gi_619753 (U18993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_1585768_prf 2201482A Trp 

synthase :SUBUNIT=alpha [Arabidopsis thaliana] 

136672 

152400_1.R1010 

g2413832 

BLASTX 

g4127458 

4 92 

9.0e-52 

160 

71 

(AJ011669) myb covl protein [Arabidopsis thaliana] 
136673 

152647_1.R1010 

g2748592 

BLASTN 

g3510345 

108 

2.0e-53 

435 

48 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8, complete sequence [Arabidopsis thaliana] 



136674 

152931_1.R1010 

g2749420 

BLASTN 

g2760170 

174 

7.0e-93 

484 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MI024, complete sequence [Arabidopsis thaliana] 



16315 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



136675 

153137_1,R1010 
g2722350 

136676 

153146_1.R1010 

g2733960 

BLASTX 

g2239089 

156 

3.0e-16 

132 

45 

{Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180__emb_CAB114 66__ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

136677 

153248_1.R1010 
g2576745 

136678 

153317_1.R1010 

g2757289 

BLASTX 

gl809259 

229 

8.0e-19 

96 

48 

(U59318) serine/threonine protein kinase Fen [Lycopersicon 
esculentum] 

136679 

153419_1.R1010 

g2580751 

BLASTX 

g488573 

500 

l.Oe-50 

103 

97 

(U09463) histone 



H3.2 [Medicago sativa] 



136680 

153480_1.R1010 
g2722207 

136681 

153613_1.R1010 

g2580960 

BLASTX 

g4007792 

232 

4.0e-19 
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Match length 

% identity 

NCBI Description 
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Contig ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



93 
55 

{AL034463) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 

136682 

153842_1,R1010 

g2749495 

BLASTN 

g3510340 

271 

l.Oe-151 

332 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDNll, complete sequence [Arabidopsis thaliana] 

136683 

153885_1.R1010 

g2763414 

BLASTN 

g4079614 

337 

O.Oe+00 

399 

97 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136684 

153924_1.R1010 
g3449536 

136685 

154192_1.R1010 
g2757269 

136686 

154410_1,R1010 

g2763029 

BLASTN 

g4056429 

68 

5.0e-30 

240 

4 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 



136687 

154481_1. 

g2597256 

BLASTX 

g3193287 

368 

2.0e-44 
136 



RIOIO 
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II 



% identity 62 

NCBI Description (AF069298) Arabidopsis predicted protein of unknown 

function T10P11.19 (GB:AC002330) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



136688 

154513_1.R1010 

g2596786 

BLASTN 

g2088638 

360 

O.Oe+00 

461 

95 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136689 

154646_1.R1010 

g2757411 

BLASTX 

gll5783 

274 

4.0e-26 

65 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 

136690 

154648_1.R1010 

g2762897 

BLASTX 

g2760839 

475 

9.0e-48 

97 

95 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
136691 

154940_1.R1010 

g2764223 

BLASTX 

g4467142 

191 

8.0e-30 

89 

84 

(AL035540) Phospholipase like protein [Arabidopsis 
thaliana] 

136692 

154959_1.R1010 
g2597234 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136693 

155142_1.R1010 

g2597417 

BLASTN 

g2191126 

339 

O.Oe+00 

422 

96 

Arabidopsis thaliana BAC IG002N01 
136694 

155259_1.R1010 
g2597534 

136695 

155446_1.R1010 

g2733822 

BLASTX 

g2979551 

298 

3.0e-27 

75 

81 

(AC003680) putative receptor protein kinase [Arabidopsis 
thaliana] 

136696 

155547_1.R1010 

g2619116 

BLASTN 

g3650026 

182 

5.0e-98 

281 

99 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136697 

155756__1.R1010 

g2763201 

BLASTX 

g3548801 

316 

5.0e-29 

79 

76 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17445_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

136698 
155836_1. 
g2763181 
BLASTX 
g4206122 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 
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Seq. No. 
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Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



453 

4.0e-45 

106 

79 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

136699 

155927_1.R1010 

g2722281 

BLASTX 

g3021266 

556 

4.0e-57 

105 

100 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] >gi__3292840_emb_CAA19830_ (AL031018) 

serine/threonine kinase - like protein [Arabidopsis 

thaliana] 

136700 

156076_1.R1010 

g2722689 

BLASTX 

g4490336 

445 

4.0e-44 

99 

88 

(AL035656) auxin-induced protein-like [Arabidopsis 
thaliana] 

136701 

156128_1.R1010 

g2722938 

BLASTN 

g2645198 

271 

l.Oe-151 

319 

98 

Arabidopsis thaliana chromosome I SAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136702 

156576^1. RIOIO 

g2722992 

BLASTN 

g3242700 

249 

l.Oe-138 

303 

95 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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5 '-most EST 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



136703 

156646_1.R1010 

g2723014 

BLASTN 

g3449314 

243 

l.Oe-134 

321 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K22F20, complete sequence [Arabidopsis thaliana] 

136704 

156705_1.R1010 

g2723073 

BLASTN 

g3241917 

232 

l.Oe-127 

443 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19B1, complete sequence [Arabidopsis thaliana] 

136705 

156930_1.R1010 
g2757807 
BLASTN 
g4490324 
323 

O.Oe+00 
394 
61 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



clone 



TAC clone 



BAC clone T9A14 



136706 

156959_1.R1010 

g3719094 

BLASTN 

g2351064 

384 

O.Oe+00 

442 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

136707 

157055_1.R1010 
g2733237 

136708 

157153_1.R1010 
g2733336 
BLASTX 
g2827549 



16321 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



598 

4.0e-62 

139 

87 

(AL021635) glycoprotein endopeptidase - like protein 
[Arabidopsis thaliana] 

136709 

157252_1.R1010 
g2749423 

136710 

157333_1.R1010 

g2733518 

BLASTX 

g4263795 

313 

4.Ge-48 

100 

95 

{AC006068 
thaliana] 



) putative glucosyltransf erase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 
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E value 

Match length 

% identity 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136711 

157478_1.R1010 

g2733662 

BLASTN 

g4432829 

252 

l.Oe-139 

256 

100 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136712 

157665_1.R1010 

g2747888 

BLASTN 

g2564050 

207 

l.Oe-113 

321 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana] 

136713 

157724_1.R1010 

g2733913 

BLASTX 

g2924785 

231 

4.0e-19 

118 

47 

(AC002334) similar to disease resistance protein 
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NCBI GI 
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E value 
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NCBI Description 
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Seq. No. 
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Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
136714 

157758_1.R1010 

g2747822 

BLASTN 

g3449327 

303 

l.Oe-170 

402 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 

136715 

157847_1.R1010 

g2739561 

BLASTX 

g3184292 

292 

3.0e-26 

52 

90 

(AC004136) putative nucleic acid binding protein, 5' 
partial [Arabidopsis thaliana] 

136716 

157935_1,R1010 

g2748061 

BLASTN 

g3128166 

277 

l-Oe-154 

339 

98 

Arabidopsis thaliana chromosome II BAG F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136717 

158087_1.R1010 

g3450414 

BLASTX 

g3043426 

83 

1.6e-01 

83 

62 

(AJ005345) hypothetical protein [Cicer arietinum] 
136718 

158102_1.R1010 
g2747516 

136719 

158219_1.R1010 
g2747633 



16323 



Seq. No, 

Contig ID 
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E value 
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NCBI Description 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



136720 

158286_1.R1010 

g2759018 

BLASTN 

g2351068 

273 

l.Oe-152 

319 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRHIO, complete sequence [Arabidopsis thaliana] 

136721 

158439_1.R1010 

g2747855 

BLASTN 

g2656026 

74 

2.0e-33 

195 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDF20 

136722 

158493_1.R1010 

g2749539 

BLASTX 

g3395440 

233 

3,0e-19 

78 

56 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
136723 

159057_1.R1010 

g3228580 

BLASTX 

g3033400 

195 

2.0e-14 

141 

68 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

136724 

159570_1.R1010 
g2748992 

136725 

159862_1.R1010 

g2749505 

BLASTN 

g3406034 

78 



16324 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 
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NCBI GI 
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E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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5 '-most EST 
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NCBI GI 
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E value 

Match length 

% identity 
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Seq. No. 

Contig ID 
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NCBI GI 
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E value 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-35 

125 
92 

BAC F18A17 from chromosome V containing TINY at 60*5 cM, 
complete sequence [Arabidopsis thaliana] 

136726 

159870_1.R1010 
g2749293 

136727 

160574_1.R1010 

g2756835 

BLASTX 

g2335099 

355 

3.0e-35 

75 

91 

{AC002339) unknown protein [Arabidopsis thaliana] 
136728 

160711_1.R1010 

g2756973 

BLASTX 

g3860250 

301 

3.0e-27 

104 

58 

{AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

136729 

160869_1.R101G 

g2757133 

BLASTN 

g2815519 

153 

2.0e-80 

328 

98 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

136730 

161344_1.R1010 

g2759232 

BLASTX 

g2342686 

397 

6.0e-43 

96 

96 

(AC000106) Similar to Saccharomyces hypothetical protein 
YDR051C {gb_Z49209). ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



136731 

161391_1.R1010 

g2764347 

BLASTX 

g3850585 

445 

3.0e-44 

109 

81 

{AC005278) ESTs gb_H36966, gb_R65511, gb__T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

136732 

161493_1.R1010 

g2759093 

BLASTX 

g4220452 

524 

2.0e-53 

117 

44 

{AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. ESTs gb_T44298, gb_T42447, gb___R64761 and 
gb_I100206 come from this gene. [Arabidopsis thaliana] 

136733 

161946_1.R1010 

g2763477 

BLASTX 

g2062159 

512 

4.0e-52 

126 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

136734 

163021_1.R1010 

g3449561 

BLASTX 

g3928543 

48 

3.0e-09 

52 

67 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

136735 

163311_1.R1010 
g2759588 

136736 

163603 l.RlOlO 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 
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NCBI Description 



g2762416 
BLASTN 
g4335744 
263 

l.Oe-146 

354 

94 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

136737 

164898^1, RIOIO 

g2763371 

BLASTN 

g3449329 

352 

O.Oe+00 

452 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDH9, complete sequence [Arabidopsis thaliana] 

136738 

164933_1.R1010 

g2763405 

BLASTX 

g3445210 

549 

3,0e-56 

119 

87 

(AC004786) putative flavonol 3~o-glucosyltransferase 
[Arabidopsis thaliana] 

136739 

165000__1.R1010 

g2763473 

BLASTN 

g4263774 

362 

O.Oe+00 

438 

59 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136740 

165223__1.R1010 

g2763770 

BLASTX 

g3297820 

149 

2.0e-09 

66 

55 

(AL031032) putative protein [Arabidopsis thaliana] 
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Seq. No. 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136741 

167194_1.R1010 

g3719179 

BLASTN 

g2351064 

393 

O.Oe+00 

440 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

136742 

167214_1.R1010 
g3719121 
BLASTN 
g2351064 
260 
'^l.Oe-144 
310 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

136743 

167372_1.R1010 

g3868952 

BLASTX 

g4262237 

351 

3.0e-33 

109 

67 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
136744 

ARABL1-01-Q1-B1-F4 

BLASTX 

g549063 

225 

4.0e-19 

53 

81 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

136745 

ARABL1-01-Q1-B2-B2 

BLASTX 

gll72872 

290 

2.0e-26 

89 

69 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 185 6_pir JN0718 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



drought-inducible cysteine proteinase {EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi__435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi__4539328_emb_CAB38829.1_ {AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

136746 

ARABL1-01-Q1-B2-D2 

BLASTX 

g3688799 

670 

l.Oe-70 

134 

99 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 
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Match length 
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Seq, No. 

Seq. ID 
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Match length 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



136747 

ARABL1-01-Q1-B2-E6 

BLASTX 

g4056456 

276 

2.0e-24 

57 

98 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107, ESTs gb__T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 

136748 

ARABL1-01-Q1-B2-E8 

BLASTN 

g4512656 

353 

0,0e+00 

407 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

136749 

ARABL1-01-Q1-B2-F5 

BLASTN 

g2351065 

78 

l.Oe-36 

78 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence [Arabidopsis thaliana] 

136750 

ARABL1-01-Q1-B2-F6 

BLASTX 

gl31398 

533 
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Match length 

% identity 
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l.Oe-54 

123 

88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb__T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene, [Arabidopsis 

136751 

ARABL1-01-Q1-B2-G2 

BLASTN 

g3868723 

208 

l.Oe-113 

394 

98 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

136752 

ARABL1-01-Q1-E1-B6 

BLASTN 

g3449331 

133 

5.0e-69 

173 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

136753 

ARABL1-01-Q1-E1-B9 

BLASTX 

g3123296 

244 

9,0e-21 

59 

85 

CALMODULIN-RELATED PROTEIN 3, TOUCH-INDUCED >gi_598067 
(L3454 6) calmodulin-related protein [Arabidopsis thaliana] 

136754 

ARABL1-01-Q1-E1-E12 

BLASTN 

g2564045 

364 

0,0e+00 

393 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K8K14, complete sequence [Arabidopsis thaliana] 



16330 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



136755 

ARABL1-01-Q1-E1-E8 

BLASTN 

g4512656 

163 

7.0€-87 

179 

98 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

136756 

ARABLl-Ol-Ql-El-Fl 

BLASTN 

g2564051 

187 

l.Oe-101 

203 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD9, complete sequence [Arabidopsis thaliana] 

136757 

ARABL1-01-Q1-E1-F5 

BLASTN 

g2351065 

62 

5.0e-27 

78 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHF15, complete sequence [Arabidopsis thaliana] 

136758 

ARABLl-019-Ql-Bl-BlO 

BLASTN 

g2262097 

339 

O.Oe+00 

339 

100 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

136759 

ARABL1-019-Q1-B1-C3 

BLASTN 

g4325340 

299 

l.Oe-167 

299 
100 

Arabidopsis thaliana BAC TlJl 
136760 

ARABL1-019-Q1-B1-C5 
BLASTX 



16331 



NCBI GI 


g2388577 


BLAST score 


609 


E value 


l.Oe-63 


Match length 


120 


% identity 


98 


NCBI Description 


fAC0000981 Sini'ilaT "ho At^iVii Hnnc:-i e r^n -h a -l- -! tto t r^-n — r»*h ar>-n 1 

V V \j ^ \j / k,; -LiLi j_ J. d J. L,\j cij^-nj.vj^o _L o L* t-ci L X V c xuii — oiiciririej. 




PID:a2262157 fab AC0OP^P9^ rA-r;:^h-i donQ-i t-b;^ 1 -1 =n;3 1 


Seq* No. 


136761 


Seq, ID 


ARABL1-019-Q1-B1-E12 


Method 


BLASTN 


NCBI GI 


g3492855 


BLAST score 


320 


E value 


l.Oe-180 


Match length 


320 


% identity 


100 


NCBI Description 


ociiuuij.^ ocv-jUdlOt; J-UX riX dJUJ-ClOpSlS unaXiana rS/iU r/UlN^, 




COITlDlete sea"U€=^npp f ATaTni Hnn*:; i ct •hh^i 1 n ^^na 1 


Seq. No. 


136762 


Seq. ID 


ARABL1-019-Q1-B1-E7 


Method 


BLASTN 


NCBI GI 


g3869070 


BLAST score 


216 


E value 


l.Oe-118 


Match length 


251 


% identity 


96 


NCBI Description 


cxi-'xut^po j_o ui.iaxicij.ici yenoiuxc uLNii/ cnroiuosoiTie z> f irX Cxone Z 




MG03# COITlDlete seauence FAri^hi finn<?i <=• i-h^i 1 i ^^n;::! 1 


Seq. No. 


X sj \J / U J 


Seq. ID 


ARABT.1 -Dl Q-ni -R1 - V\ 


Method 


BLASTX 


NCBI GI 


g2832717 


BLAST score 


445 


E value 


3 . Oe-44 


Match length 


104 


% identity 


77 


NCBI Description 


\riu u u^x ; ct J_ JS-di Xiiti / iit; U. L.X dX XriVexTZase [XiOXXUItl t eiuU-LenuUiTi J 


Seq. No. 


136764 


Seq. ID 


ARABL1-019-O1 -R1 -Ffi 


Method 


BLASTX 


NCBI GI 


g2924509 


BLAST score 


251 


E value 


2.0e-21 


Match length 


105 


% identity 


48 


NCBI Description 


} uxj cxxxsxn proteinase— xiKe [/\raj3iuopsxs 




thalianal 


Seq. No. 


-L J U / 


Seq. ID 


ARABL1-019-Q1-B1-F8 


Method 


BLASTX 


NCBI GI 


g2119846 


BLAST score 


723 


E value 


7.0e-77 



16332 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



139 
100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

136766 

ARABL1-019-Q1-B1-F9 

BLASTX 

g3236237 

335 

l.Oe-31 

61 

100 

(AC004684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 

136767 

ARABL1-019-Q1-B1-H8 

BLASTN 

g4193383 

81 

4.0e-38 

140 

93 

Arabidopsis thaliana ribosomal protein S27 (ARS27A) gene, 
complete cds 

136768 

ARABL1-02-Q1-B1-E7 

BLASTN 

g4757392 

136 

6,0e-71 

136 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

136769 

ARABL1-02-Q1-B1-E9 

BLASTN 

g4263753 

237 

l.Oe-131 

237 

100 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

136770 

ARABL1-02-Q1-B1-G5 
BLASTN 



16333 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3869066 
127 

2.0e-65 

148 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBM17, complete sequence [Arabidopsis thaliana] 

136771 

ARABL1-02-Q1-B1-H5 

BLASTN 

g887938 

30 

2.0e-07 

169 

95 

Arabidopsis thaliana clone YAP317 GASTl protein homolog 
mRNA, complete cds 

136772 

ARABLl-02-Ql-El-BlO 

BLASTN 

g4314374 

235 

l.Oe-129 

247 

99 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136773 

ARABL1-02-Q1-E1-B3 

BLASTX 

g2507587 

235 

l.Oe-19 

41 

100 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi__1580892__prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

136774 

ARABLl-02-Ql-El-Dll 

BLASTN 

g2262155 

212 

l.Oe-116 

256 

95 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

136775 

ARABL1-02-Q1-E1-D5 



16334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g3402745 

160 

4.0e-85 

180 

67 

Arabidopsis thaliana DNA chromosome 4, BAG clone F18E5 
{ESSAII project) 

136776 

ARABL1-02-Q1-E1-D8 

BLASTN 

g4757392 

124 

9,0e-64 

136 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone: 
K14A17, complete sequence 

136777 

ARABL1-02-Q1-E1-F5 

BLASTX 

gll74850 

203 

5.0e-16 

69 

64 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



(UBIQUITIN-PROTEIN 



136778 

ARABLl-02-Ql-El-Gll 

BLASTN 

g4512690 

102 

l.Oe-50 

126 

95 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

136779 

ARABL1-02-Q1-E1-G5 

BLASTN 

g3869066 

119 

l.Oe-60 

148 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBM17, complete sequence [Arabidopsis thaliana] 

136780 

ARABL1-020-Q1-B1-A4 
BLASTX 
g4490330 



PI clone; 



16335 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



467 

4.0e-47 

90 

93 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 

136781 

ARABL1-020-Q1-B1-B5 

BLASTN 

g4539448 

110 

3.0e-55 

175 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5C23 
(ESSA project) 

136782 

ARABL1-020-Q1-B1-E12 

BLASTX 

g2914700 

500 

8.0e-51 

117 

85 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



136783 

ARABL1-020-Q1-B1-G8 

BLASTX 

g2911060 

312 

7.0e-29 

75 

57 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 



136784 

ARABL1-020-Q1-B1-H4 

BLASTN 

g4589427 

129 

3.0e-66 

337 

97 

Arabidopsis thaliana genomic 
MFG13, complete sequence 



DNA, chromosome 5, PI clone: 



136785 

ARABL1-020-Q1-B1-H8 

BLASTX 

g2879811 

204 



16336 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



2.0e-16 

39 
95 

{AJ223316] 



ribosomal protein L30 [Lupinus luteus] 



136786 

ARABL1-021-Q1-B1-B4 

BLASTX 

g2829910 

242 

l.Oe-20 

115 

14 

{AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



o«q. i\o . 


lo D / o / 


ocq. xu 


HKBlSjjl — 1— yX-"bX — UlU 


Method 


•n T TV cmv 

BLASTX 




y ^ ^ O DX^ 


DiLfibi score 




E value 


1 . ue-io 


L'ua.L.cn ±eny un 


0 0 




1 A 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq, No. 


136788 


Seq. ID 


ARABL1-021-Q1-B1-D8 


Method 


BLASTN 


NCBI GI 


g4544405 


BLAST score 


155 


E value 


8.0e-82 


Match length 


327 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F28I 




sequence, complete sequence 


Seq. No. 


136789 


Seq. ID 


ARABL1-021-Q1-B1-D9 


Method 


BLASTN 


NCBI GI 


g3738313 


BLAST score 


308 


E value 


l.Oe-173 


Match length 


312 


% identity 


100 



genomic 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136790 

ARABLl-021-Ql-Bl-El 

BLASTX 

gl773014 

233 

8.0e-20 

82 

59 

{Y10338) chloride channel Stclcl [Solanum tuberosum] 



16337 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136791 

ARABL1-021-Q1-B1-E2 

BLASTX 

gl31398 

288 

7.0e-26 

85 
69 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi__16447_einb__CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb__N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

136792 

ARABL1--021-Q1-B1-E7 

BLASTX 

g464987 

199 

2.0e-15 

125 

100 

UBIQUIT IN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin—protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ {Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

136793 

ARABL1-02 1-Q1-B1-F2 

BLASTX 

g3080389 

542 

l.Oe-55 

107 

100 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

136794 

ARABL1-021-Q1-B1-F4 

BLASTN 

g3327922 

49 

7.0e-19 

137 

84 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16338 



j 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136795 

ARABL1-021-Q1-B1-G2 

BLASTX 

g3142294 

281 

5.0e-25 

68 

97 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

136796 

ARABL1-021-Q1-B1-G5 

BLASTX 

g2392895 

703 

2.0e-74 

134 
100 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 

136797 

ARABL1-021-Q1-B1-H12 

BLASTX 

g733554 

114 

8.0e-22 

87 

55 

{U23450) similar to RNA-binding protein [Caenorhabditis 
elegans] 

136798 

ARABL1-021-Q1-B1-H4 

BLASTX 

gl66410 

334 

3.0e-31 

101 

64 

(L07291) Alfin-1 [Medicago sativa] 
136799 

ARABL1-021-Q1-B1-H8 

BLASTX 

gll5767 

261 

5,0e-23 

49 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



16339 



>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


136800 


Seq. ID 


ARABLl-022-Ql-Bl-AlO 


Method 


BLASTN 


NCBI GI 


a4734011 


BLAST score 


195 


E value 


1 Oe-105 


Match length 


403 


% identity 


100 


NCBI Description 


Arat>idon<^n i~h3l i ;^'n?} nhymTmQnmo TT RZiP X^O ACOH 




sequence, complete sequence 


Seq. No. 


136801 


Seq. ID 


ARABL1-022-Q1-B1-A7 


Method 


BLASTX 


NCBI GI 


g3212859 


BLAST score 


394 


E value 


l.Oe-38 


Match length 


81 


% identity 


96 


NCBI Descriotion 


\rv^uu^\j\j^ } iiypu L.iiti L-LOdx pxotcin {_/iraoiaopsis 


Seq. No. 


136802 


Seq. ID 


ARABL1-022-Q1-B1-B7 


Method 


BLASTN 


NCBI GI 


a4079614 


BLAST score 


20 






Match 1 f^nrrth 


168 


% iripn 1 1 "h V 




NCBI Descrintion 


■"■xciuxu.upoxo Liidj-iand. cnroiTiosonie l o/lU r<iXjyiJ.J. < 




o^v^udioc/ v_uiiLpxtS L-t; ofcrv^LAtJIlt-'C |_H,ra.iJlQ.OpSXS XinaX 


Seq. No. 


136803 


Seq. ID 


ARABL1-022-Q1-B1-C7 


Method 


BLASTN 


NCBI GI 


g2656028 


BLAST score 


169 


E value 


3.0e-90 


Match length 


247 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome I 




MNF13 


Seq. No. 


136804 


Seq. ID 


ARABL1-022-Q1-B1-G3 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5, PI clone: 



BLASTN 

g3367500 

100 

5.0e-49 

289 

100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 
TO: 93489, complete sequence [Arabidopsis thaliana] 



16340 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136805 

ARABLl-022-Ql-Bl-Hl 

BLASTX 

g2119846 

584 

9.0e-61 

108 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb__CAA457 90_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

136806 

ARABLl-023-Ql-Bl-All 

BLASTX 

g3924594 

535 

7.0e-55 

123 

60 

{AF069442 
thaliana] 



putative ribonucleoprotein [Arabidopsis 
>gi_4262139_gb_AAD14439_ (AC005275) putative 



ribonucleoprotein [Arabidopsis thaliana] 
136807 

ARABL1-023-Q1-B1-A12 

BLASTX 

gll68201 

598 

3.0e-62 

122 

100 

14-3-3-LIKE PROTEIN RCI2 >gi_107 6394_pir S47970 RCIIB 

protein - Arabidopsis thaliana >gi_53137 9_emb__CAA52238_ 
(X74141) RCIIB [Arabidopsis thaliana] 

136808 

ARABL1-023-Q1-B1-A4 

BLASTX 

g3046696 

400 

2.0e-39 

78 

100 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
136809 

ARABL1-023-Q1-B1-A5 

BLASTX 

g2493129 

398 

3.0e-39 
79 



16341 



% identity 

NCBI Description 



97 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H4-ATPase subunit B 
[Gossypium hirsutum] 



Seq, No. 


136810 


Seq. ID 


ARABLl-023- 


Method 


BLASTX 


NCBI GI 


g3738340 


BLAST score 


221 


E value 


2.0e-18 


Match length 


60 


% identity 


72 


NCBI Description 


(AC005170) 


Seq, No. 


136811 


Seq. ID 


ARABLl-023- 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


276 


E value 


7.0e-25 


Match length 


56 


% identity 


96 


NCBI Description 


CHLOROPHYLL 




(CAB-140) ( 




chlorophyll 




thaliana] 


Seq. No. 


136812 



GMP synthase-like protein [Arabidopsis thaliana] 



-D8 



BINDING PROTEIN OF LHCII 
I >gi 16376 emb CAA27543 



TYPE I PRECURSOR 
{X03909) 

140) [Arabidopsis 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



ARABL1-023-Q1-B1-H3 

BLASTN 

g2138315 

137 

3.0e-71 

242 

98 

Arabidopsis thaliana root hair defective 3 {RHD3) gene, 
complete cds 

136813 

ARABL1-023-Q1-B1-H5 

BLASTX 

gl31143 

454 

l.Oe-45 

86 

94 

PHOTOS YSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi_72670_pir ^A1NTP7 photosystem I P700 apoprotein Al - 

common tobacco chloroplast >gi_11830_emb_CAA77352_ {Z00044) 
PSI P700 apoprotein Al [Nicotiana tabacum] 

>gi_225198_prf 1211235AC photosystem I P700 apoprotein Al 

[Nicotiana tabacum] 

136814 

ARABL1-024-Q1-B1-B5 
BLASTX 



16342 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g544424 
215 

2.0e-17 

42 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb__CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi__166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

136815 

ARABL1-024-Q1-B1-E3 

BLASTN 

gl532162 

138 

l.Oe-71 

348 

97 

Arabidopsis thaliana AT. I. 24-1, AT. 1,24-2, 
AT. I. 24-4, AT. I. 24-5, AT. I. 24-6, AT. 1.24-9 
genes, partial cds, AT. 1.24-7, ascorbate peroxidase 
(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



AT. 1.24-3, 
and AT. 1.24-14 



136816 

ARABL1-024-Q1-B1-E7 

BLASTN 

g4589439 

41 

3.0e-14 

105 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQMl, complete sequence 

136817 

ARABL1-024-Q1-B1-E9 

BLASTN 

g3702731 

103 

3.0e-51 

126 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 



136818 

ARABL1-024-Q1-B1-F8 

BLASTN 

g3449313 

229 

l.Oe-126 

333 
100 

Arabidopsis thaliana genomic 



DNA, chromosome 5, TAG clone: 



16343 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



K21P3, complete sequence [Arabidopsis thaliana] 
136819 

ARABL1-024-Q1-B1-F9 

BLASTN 

g3869068 

148 

l.Oe-77 

344 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

136820 

ARABL1-024-Q1-B1-G6 

BLASTN 

g298035 

67 

7.0e-30 

67 

100 



NCBI Description A. thaliana Lhcb4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



136821 

ARABL1-024-Q1-B1-H6 

BLASTX 

g2119846 

546 

2.0e-56 

101 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi__16364_emb_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

136822 

ARABL1-025-Q1-B1-A8 

BLASTX 

gll5783 

557 

2.0e-57 

105 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb__CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

136823 

ARABL1-025-Q1-B1-C12 

BLASTX 

g4741954 

153 



16344 



E value 


l.Oe-10 


Match length 


28 


% identity 


100 


NCBI Description 


(AF134127) Lhcb4 2 Drotein rAr;^h-i Hnnc-i c -t-hpl-lanal 


Seq. No. 


136824 


Seq. ID 


ARABL1-025-Q1-B1-C4 


Method 


BLASTN 


NCBI GI 


g4539331 


BLAST score 


155 


E value 


8.0e-82 


Match length 


331 


% identity 


99 


NCBI Description 


nxa.jj_nav_;]^c>_Lo UiidX-Ldlid Uviri. t^lli UltlUoGlLie /• OiiU C_LOne rZ^ 




(ESSA project) 


Seq. No. 


13682S 


Seq. ID 


ARABL1-Q25-01-B1-D1 


Method 


BLASTX 


NCBI GI 


g4415912 


BLAST score 


369 


E value 


2.0e-35 


Match length 


109 


% identity 


63 


NCBI Description 


^-rt^^^uu o^i o ^ ; puLctL-Lve protease [iiraDXCiopsis unaxianaj 






Seq. ID 


ARART.I - 0 9 S-ni -Rl -H"^ 
rarsj-uj j_i X w^sj IDJ. UO 


Method 


BLASTN 


NCBI GI 


g4388816 


BLAST score 


163 


E value 


l.Oe-86 


Match length 


288 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F9B22 genomic 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
136827 

ARABL1-025-Q1-B1-F9 

BLASTX 

g2118220 

388 

l.Oe-37 

113 

50 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ {AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 {AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



16345 



Seq. No, 


136828 


Seq. ID 


ARABL1-025-Q1-B1-G9 


Method 


BLASTN 


NCBI GI 


g790686 


BLAST score 


92 


E value 


l.Oe-44 


Match length 


100 


% identity 


98 


NCBI Description 


Arabidopsis thaliana zinc finger protein (ZFP8) mRNA, 




complete cds 


Seq. No- 


136829 


Seq. ID 


ARABLl-026-Ql-Bl-Al 


Method 


BLASTN 


NCBI GI 


g3309259 


BLAST score 


162 


E value 


4.0e-86 


Match length 


272 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC F4H6, chromosome IV, complete 




sequence 


Seq. No. 


136830 


Seq. ID 


ARABL1-026-Q1-B1-A12 


Method 


BLASTX 


NCRT GT 


gl651828 


BLAST score 


294 


E value 


l.Oe-26 


Match length 


99 


% identity 


60 


NCBI Description 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp. 


Seq. No. 


136831 


Seq. ID 


ARABL1-026-Q1-B1-C6 


Method 


BLASTN 


NCBI GI 


g4220468 


BLAST score 


260 


E value 


l.Oe-144 


Match length 


260 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T8011 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


136832 


Seq. ID 


ARABL1-026-Q1-B1-D5 


Method 


BLASTN 


NCBI GI 


gl6375 


BLAST score 


99 


E value 


9.0e-49 


Match length 


103 


% identity 


99 


NCBI Description 


A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 




protein 


Seq. No. 


136833 


Seq. ID 


ARABL1-026-Q1-B1-F4 


Method 


BLASTN 



16346 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4589421 
183 

2.0e-98 

319 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 
K5K13, complete sequence 

136834 

ARABL1-026-Q1-B1-F5 

BLASTX 

g3738316 

209 

9.0e-17 

50 

80 

(AC005170) unknown protein [Arabidopsis thaliana] 
136835 

ARABL1-026-Q1-B1-H9 

BLASTN 

g2335089 

235 

l.Oe-129 

357 

97 

Arabidopsis thaliana chromosome II BAG T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136836 

ARABLl-027-Ql-Bl-Al 

BLASTN 

g2924734 

21 

8,2e-02 

377 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXEIO, complete sequence [Arabidopsis thaliana] 

136837 

ARABL1-027-Q1-B1-B7 

BLASTN 

g3402671 

209 

l.Oe-114 

209 

100 

Arabidopsis thaliana chromosome II BAG T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136838 

ARABL1-027-Q1-B1-C3 

BLASTN 

g4586349 

55 

4.0e-22 



16347 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
90 

Arabidopsis thaliana DNA for glucose-l-phosphate 
adenylyltransferase, complete cds 

136839 

ARABL1-027-Q1-B1-C6 

BLASTN 

g3702737 

126 

l,0e-64 

210 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



136840 

ARABLl-027-Ql-Bl-Ell 

BLASTX 

g4567268 

359 

2,0e-34 

78 

100 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 



136841 

ARABLl-027-Ql-Bl- 
BLASTX 



E2 



NCBI GI 


g4581201 


BLAST score 


192 


E value 


7.0e-15 


Match length 


55 


% identity 


71 


NCBI Description 


(Y17911) cyclic nucleotide and calmodulin-re 




channel [Arabidopsis thaliana] 


Seq. No. 


136842 


Seq. ID 


ARABL1-027-Q1-B1-E5 


Method 


BLASTX 


NCBI GI 


g2618725 


BLAST score 


244 


E value 


7.0e-21 


Match length 


45 


% identity 


100 


NCBI Description 


(U49074) IAA18 [Arabidopsis thaliana] 


Seq. No. 


136843 


Seq. ID 


ARABL1-027-Q1-B1-E6 


Method 


BLASTN 


NCBI GI 


g2351069 


BLAST score 


152 


E value 


4.0e-80 


Match length 


285 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone 



16348 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MSH12, complete sequence [Arabidopsis thaliana] 
136844 

ARABL1-027-Q1-B1-E9 

BLASTN 

g4220637 

283 

l.Oe-158 

304 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIEl, complete sequence [Arabidopsis thaliana] 



Seq. No. 


136845 


Seq. ID 


ARABL1-027-Q1-B1-G12 




OlxriO 1 A 


NCRT QT 

XJ JL VJ J- 






OD J. 


J—) V CL -L Li C 


^ • L/C 












\mijujxozd; pux-aL-ive protzem [Araoiaopsis rnar 


Seq. No. 


136846 


Seq. ID 


ARABL1-027-Q1-B1-G6 


Method 


BLASTX 


^ LJ X \J i 




JjJ-irt.O JL o k^kJ ±. t; 




i-i VciXLic 


z . ue— oz 




o ^ 


o -LLlCli L J. t_ Y 




iNL^Jj± LJCoCX ip L-lOn 


lACUUoy^ij unknown protein [Arabidopsis thali 


Seq. No. 


136847 


Seq. ID 


ARABL1-027-Q1-B1-G7 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


54 


E value 


7.0e-22 


Match length 


155 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MGL6, complete sequence 


Seq. No. 


136848 


Seq. ID 


ARABL1-027-Q1-B1-G8 


Method 


BLASTX 


NCBI GI 


gl086252 


BLAST score 


337 


E value 


7.0e-32 


Match length 


91 


% identity 


60 



NCBI Description 



sucrose cleavage protein - Potato >gi_707001_bbs_157931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 



16349 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCB'i Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136849 

ARABL1-028-Q1-B1-A2 
BLASTN 
gl490552 
294 

l.Oe-165 

297 
100 

Arabidopsis thaliana 
(SAMdc) mRNA, complete cds 



S-adenosylraethionine decarboxylase 



136850 

ARABLl-028-Ql-Bl-Bll 

BLASTX 

g4646206 

411 

2.0e-40 

107 

71 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 

[Arabidopsis thaliana] 

136851 

ARABL1-028-Q1-B1-B3 

BLASTX 

g421929 

365 

4.0e-35 

98 

11 

ubiquitin - tomato >gi_312160_emb_CAA5167 9_ {X73156) 
ubiquitin [Lycopersicon esculent um] 

136852 

ARABL1-028-Q1-B1-B6 

BLASTX 

g2494041 

182 

2.0e-16 

77 

57 

DIAMINOPIMELATE EPIMERASE >gi_1653875_dbj_BAA18785_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 

136853 

ARABL1-028-Q1-B1-B7 

BLASTX 

g2119848 

450 

4.0e-45 

91 

92 

chlorophyll a/b-binding protein type I precursor LhblBl - 
Arabidopsis thaliana >gi_16366__emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 



16350 



[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AGO 04481) putative 





r Z\ y* a H T H r\r-\ qiq "hHalTanal 

L-tiJ- CtJJXU.U^O Xo LiiClXXCliicl J 


Seq. No, 


136854 


Oct^ • ±U 


/iK/iiDXiX~UZO yx DX CO 




RT 2iQTV 
OXiriO X A 




y X DD^ XU 






E value 


Q Do— 1 Q 

y . ue 


lYiatcn j.engi,n 




9; THon"l~"i'l~\7 


71 

/ X 




^X(u/z:7Xj /ixxxn X Lj--ieQxcago 


Seq. No. 


136855 


Seq. ID 


ARABL1-028-Q1-B1-D5 


Mo'f" H r»H 


CXltiO J. /\ 


LN^OX VJX 


y ^ O iJUZ U 


DXir\o J. oOOXc 




E value 


/ . ue ou 


Match length 


i 0 


% identity 


•7 Q 

/ y 


lnujdi uescripiiion 


(AiiUJobUzj putative protein 




Ulidx Xdllci. J 


Seq. No. 


136856 


Seq. ID 


ARABLl-028-Ql-Bl-Fl 


Method 


BLASTN 


NCBI GI 


g2894591 


BLAST score 


133 


E value 


8.0e-69 


Match length 


247 


% identity 


100 



[Arabidopsis 



NCBI Description 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136857 

ARABL1-028-Q1-B1-F7 

BLASTX 

g2160175 

458 

4.0e-4 6 

91 

100 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb_ai7135). [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136858 

ARABL1-028-Q1-B1-G8 

BLASTN 

g4235150 

183 

9.0e-99 

183 

100 



16351 



NCBI Description 



Arabidopsis thaliana chromosome I BAG T25B24 genomic 
sequence, complete sequence 



Seq. No* 


136859 


Seq. ID 


ARABL1-028-Q1-B1-H4 


Method 


BLASTN 


NCBI GI 




BLAST score 


347 


V3 1 np 


0 np+on 


Match length 


350 


% idpTi't'Ti'v 

o -1- J. J. J- ^ y 


100 


NCBI Descriotion 


Ar^^h"! dons is "hh^^liaTi;^ phiTmnrjso'mp TT RAP PfiF. 1'^ rrpnoTni c 




seouence, comolete seauence TArabidoosis thalianal 


Seq. No. 


136860 


Seq. ID 


ARABLl-029-Ql-Bl-Bl 


Method 


BLASTN 


NCBI GI 


a2924652 


BLAST score 


29 


K v;5 1 HP 


7.0e-07 


Match lencrth 


211 




Q7 




rix a.jjxu.upoXo Lxicixxaiia yciiornxo jJiNii^ onrumosome 3/ Iri^^ cx 




1^.^X1^/ V^vJill^Xtr UC oCv^U-CiiOC Lrl.X dJ^XClvJ^O X o LXlclXXctliCl j 


Seq. No. 


136861 


Seq. ID 


ARABLl-029-Ql-Bl-Cl 


Mp1~ In oH 


RT.A^TY 


NPRT GT 




oXutlO J. ooyxti 


J DO 


E value 


2 . Oe-35 


L id L-OJll Xt^il^ L-iX 


u ^ 


o X L. X c y 




NCBI De "^^cr 1 "ot 1 on 


\r\J-i\J ^ f U U f ^ LX L. d L.X V ^X(JL.CXXX ]_ r^X dJJ X LXW^ O X O UXXCLXXdXICt J 


Sea. No. 


136862 


Seq. ID 


ARABL1-029-Q1-B1-C5 


Method 


BLASTN 


NCBI GI 




BLAST ^corp 


166 


F! "^T^ 1 np 




Match 1 prin"t~h 


327 


o xutiiiuxuy 


1 on 

X u u 


lnl/DX ucocx xp LXOn 


HraDxaopsxs rnaxiana uNi\ cnromosome 4, dAO cxone xxoLix 






Seq. No. 


136863 


Seq. ID 


ARABL1-029-Q1-B1-D3 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


408 


E value 


3.0e-40 


Match length 


74 


% identity 


100 



NCBI Description 



GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA6604 ? 
(X97380) atran2 [Arabidopsis thaliana] 



16352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136864 

ARABL1-029-Q1-B1-F5 

BLASTN 

g4220645 

150 

4.0e-79 

206 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



136865 

ARABL1-029-Q1-B1-F6 

BLASTN 

g4235150 

72 

l.Oe-32 

177 

94 

Arabidopsis thaliana chromosome I BAG T25B24 genomic 
sequence, complete sequence 



136866 

ARABL1-02 9-Q1-B1-G7 

BLASTN 

g2358139 

75 

l.Oe-34 

100 

81 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No, 
Seq. ID 



136867 

ARABLl-03-Ql-Bl-Dll 

BLASTX 

g2244999 

626 

l.Oe-65 

121 

100 

(Z97341) similarity to phaseolin G-box binding protein PG2 
[Arabidopsis thaliana] 

136868 

ARABL1-03-Q1-B1-D12 

BLASTN 

g3169169 

90 

l.Oe-43 

90 

100 

Arabidops is thaliana chromosome II BAG F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136869 

ARABL1-03-Q1-B1-D9 



16353 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll81533 

348 

5.0e-33 

106 

62 

{L41245) thionin [Arabidopsis thaliana] 

>gi_1586834_prf 2204399B thionin [Arabidopsis thaliana] 

136870 

ARABL1-03-Q1-B1-E7 

BLASTN 

g4220635 

137 

4.0e-71 

291 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDB19, complete sequence [Arabidopsis thaliana] 

136871 

ARABL1-03-Q1-B1-F3 

BLASTX 

gl363492 

279 

4.0e-25 

78 

63 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi__576507 {L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

136872 

ARABL1-03-Q1-B1-F9 

BLASTN 

g4589439 

279 

l.Oe-156 

279 

100 

Arabidopsis thaliana genomic 
MQMl, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 



136873 

ARABL1-03-Q1-B1-H1 

BLASTX 

g3901294 

248 

3.0e-21 

95 

56 

{AF089711) rpp8 [Arabidopsis thaliana] 
136874 

ARABL1-030-Q1-B1-B3 
BLASTN 



16354 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3985958 
129 

2.-0e-66 

257 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MZNl, complete sequence [Arabidopsis thaliana] 

136875 

ARABL1-030-Q1-B1-B6 

BLASTN 

g4115930 

123 

4.0e-63 

127 

99 

Arabidopsis thaliana BAC T4B21 
136876 

ARABL1-030-Q1-B1-C6 

BLASTN 

g4519197 

66 

3.0e-29 

106 

64 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MTCll, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



136877 

ARABLl- 

BLASTX 

g225284 

254 

3.0e-22 
68 
69 

{AF0132 
inf luen 



030-Q1-B1-D4 
0 



93) contains regions of similarity to Haemophilus 
zae permease (SP:P38767) [Arabidopsis thaliana] 



136878 

ARABL1-030-Q1-B1-H8 

BLASTN 

g4581103 

75 

3.0e-34 

135 

89 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

136879 

ARABLl-031-Ql-Bl-All 

BLASTX 

g3935145 

181 

9.0e-14 



16355 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
55 

(AC0€5106) 



T25N20.9 [Arabidopsis thaliana] 



136880 

ARABLl-031-Ql-Bl-Cl 

BLASTN 

g3869063 

55 

2.0e-22 

190 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17022, complete sequence [Arabidopsis thaliana] 



Seq. No, 


136881 


Seq. ID 


ARABL1-031-Q1-B1-E8 


Method 


BLASTX 


NCBI GI 


g2398531 


BLAST score 


450 


E value 


7.0e-45 


Match length 


99 


% identity 


87 


NCBI Description 


(Y13726) Transcript 


Seq, No. 


136882 


Seq, ID 


ARABL1-031-Q1-B1-F6 


Method 


BLASTX 


NCBI GI 


g2342690 


BLAST score 


413 


E value 


l.Oe-40 


Match length 


102 


% identity 


73 


NCBI Description 


(AC000106) Similar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Homo copine I (gb__U8324 6) . 
[Arabidopsis thaliana] 

136883 

ARABL1-031-Q1-B1-G5 

BLASTX 

g2500430 

675 

3.0e-71 

130 

100 

40S RIBOSOMAL PROTEIN S16 
136884 

ARABL1-031-Q1-E1-A7 

BLASTX 

gl408471 

351 

2,0e-33 

71 

97 

{U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



16356 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136885 

ARABL1-031-Q1-E1-A8 

BLASTN 

gl061039 

193 

l.Oe-104 

213 
98 

A.thaliana roRNA for sterol-C-methyltransf erase 
136886 

ARABL1-031-Q1-E1-B12 

BLASTX 

g548484 

355 

4.0e-34 

80 
82 

PROSTAGLANDIN G/H SYNTHASE 2 PRECURSOR (CYCLOOXYGENASE -2) 
{COX-2) (PROSTAGLANDIN-ENDOPEROXIDE SYNTHASE 2) 
{PROSTAGLANDIN H2 SYNTHASE 2) (PGH SYNTHASE 2) (PGHS-2) 

(PHS II) >gi_543442_pir JC2030 prostaglandin-endoperoxide 

synthase {EC 1.14. 99.1) -2 - rat >gi_414813 (L25925) 
cyclooxygenase-2 [Rattus norvegicus] >gi_516872 (U04300) 
mitogen inducible cyclooxygenase [Rattus norvegicus] 

>gi_743591_prf 2013181A growth f actor-inducible 

cyclooxygenase [Rattus norvegicus] 



Seq. No. 


136887 


Seq. ID 


ARABL1-031-Q1-E1-D4 


Method 


BLASTN 


NCBI GI 


gl469227 


BLAST score 


45 


E value 


4.0e-16 


Match length 


64 


% identity 


94 


NCBI Description 


B.oleracea itiRNA for hypothetical protein 


Seq. No. 


136888 


Seq. ID 


ARABL1-031-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


g3445196 


BLAST score 


332 


E value 


O.Oe+00 


Match length 


332 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromosome II BAG T20K9 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



sequence, complete sequence [Arabidopsis thaliana] 
136889 

ARABL1-031-Q1-E1-G9 

BLASTX 

g2143942 

186 

2.0e-14 
33 



16357 



% identity 100 

NCBI Description prostaglandin G/H synthase 1 



rat (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136890 

ARABL1-032-Q1-B1-B12 

BLASTX 

g2129773 

378 

2.0e-36 

70 

94 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 {U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 



beq. iNo» 


loooyi 


O^-v/-*- T"Pi 

beq. ID 


ARABLl-UoZ-Ql-Bl-Co 


ixietinoa 


BLASTN 




gzoolUbo 


BLAST score 


87 


E value 


2 . Oe-41 


Match length 


zU o 


■5 laennty 


o D 


iNVwfi5x L/cocr ipLion 


Arabidopsis thaliana geno 




MHF15, complete sequence 


beq. NO. 


loDo y2 


beq. lu 


AKABLl-Uoz-Ql-Bl-Cy 


Metnoa 


BLASTX 




gi4 yoZDy 


bLAbi score 


ITT 

171 


E value 


2 . Oe-12 


Match length 




o xLitiiiuxuy 


OO 


NCBI Description 


{X97826) orf04 [Arabidops 


Seq. No. 


136893 


Seq. ID 


ARABL1-032-Q1-B1-D4 


Method 


BLASTN 


NCBI GI 


g4467131 


BLAST score 


180 


E value 


5.0e-97 


Match length 


180 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 


Seq. No. 


136894 


Seq. ID 


ARABL1-032-Q1-B1-D6 


Method 


BLASTN 


NCBI GI 


g2828180 


BLAST score 


81 


E value 


4.0e-38 


Match length 


121 


% identity 


93 



PI clone 



F20M13 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 



16358 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MDK4/ complete sequence [Arabidopsis thaliana] 



136895 

ARABL1-032-Q1-B1-E3 

BLASTN 

g2244788 

176 

l.Oe-94 

176 
100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



136896 

ARABLl-032-Ql-Bl-Fl 

BLASTN 

g3063690 

172 

5.0e-92 

294 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone F4D11 
(ESSAII project) 

136897 

ARABL1-032-Q1-B1-G5 

BLASTX 

gl34976 

97 

8.0e-04 

88 

83 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir S12042 

glucose transport protein STPl - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 

136898 

ARABLl-032-Ql-Bl-HlO 

BLASTN 

g2618601 

273 

l.Oe-152 

273 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 

136899 

ARABL1-032-Q1-B1-H4 

BLASTN 

g2995989 

59 

6.0e-25 

95 
91 

Arabidopsis thaliana dormancy-associated protein (DRMl) 



16359 



rtiRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136900 

ARABL1-032-Q1-E1-A6 

BLASTN 

gl2139 

39 

7.0e-13 

76 

87 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(0) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

136901 

ARABL1-032-Q1-E1-B3 

BLASTN 

g2323343 

227 

l.Oe-125 

300 

92 

Arabidopsis thaliana alpha-glucbsidase 1 (Aglul) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136902 

ARABL1-032-Q1-E1-B9 

BLASTX 

g3355465 

230 

l.Oe-19 

66 

68 

{AC004218] 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

M|.tch length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136903 

ARABL1-032-Q1-E1-E3 

BLASTN 

g2244788 

174 

2.0e-93 

186 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

136904 

ARABL1-032-Q1-E1-G3 

BLASTN 

g4567300 . 

230 

l.Oe-126 

255 

97 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



16360 



Seq. No. 


136905 




Seq. ID 


ARABLl-033- 


-Ql-Bl-AlO 


Method 


BLASTX 




NCBI GI 


g3478637 




BLAST score 


196 




J—i V ex -1- ^-w' 


2 . Oe-15 






81 




% identity 


44 






\ itVkj V O M vJ i 


A. ll^^llLvy O CI k-r -1- V7 11 J 


Seo. No. 


136906 




Seq. ID 


ARABLl-033- 


-Q1-B1-A12 


Method 


BLASTN 




NCBI GI 


gl6375 




BLAST score 


54 




R VP 1 1 1 p 

l_i V CL -L. 


4 ♦ Oe-22 




M;=5l~r'h 1 prifTth 


54 






100 




NCBI Description 


A. thaliana 


gene (LHCP AB 140) for chlorophyll 




TTml" ^ "i Ti 




Sea No 


136907 




Seq. ID 


ARABLl-033- 


-Q1-B1-A9 


Method 


BLASTN 




NCBI GI 


g2264317 




BLAST score 


138 




E value 


8.0e-72 




Match length 


239 




% identity 


100 





NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


136908 


Seq. ID 


ARABLl-033-Ql-Bl-BlO 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


339 


E value 


3.0e-32 


Match length 


76 


% identity 


79 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


136909 


Seq. ID 


ARABL1-033-Q1-B1-B2 


Method 


BLASTN 


NCBI GI 


g4733953 


BLAST score 


96 


E value 


3.0e-47 


Match length 


96 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F13011 genomic 




sequence, complete sequence 


Seq. No. 


136910 


Seq. ID 


ARABL1-033-Q1-B1-B3 


Method 


BLASTX 



16361 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4102703 
504 

3.0e-51 

99 

100 

(AF015274) 
thaliana] 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



136911 

ARABL1-033-Q1-B1-B7 

BLASTN 

g4249393 

306 

l.Oe-172 

306 

100 

Arabidopsis thaliana chromosome II BAG T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

136912 

ARABLl-033-Qi-Bl-C3 

BLASTX 

g4263697 

502 

4.0e-51 

99 

99 

(AC006223) putative ribosomal protein L27 [Arabidopsis 
thaliana] 



136913 

ARABL1-033-Q1-B1-D9 

BLASTN 

g4757405 

128 

7.0e-66 

248 

100 

Arabidopsis thaliana genomic DNA, 
MOJIO, complete sequence 



chromosome 3, PI clone: 



136914 

ARABLl-033-Ql-Bl-ElO 

BLASTX 

gl31398 

348 

3.0e-33 

71 

100 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_1644 7_emb_CAA3 94 41_ (X55970) 
photosystem II 10 IcDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb__R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb__N65338, gb_N37466 and gb__T45400 



16362 



come from this gene, [Arabidopsis 



Sea No 


136915 


Seq. ID 


ARABLl-033- 


Method 


BLASTN 




gX / X 




9 n 




1 • oe ui 




990 




y o 


iN^^Dx jjeoCJL xpt ion. 


/iraDiaopsis 


Sea No 


136916 


Seq. ID 


ARABLl-033- 


Method 


BLASTX 


INV^OX OX 




XJXirao 1 ov^WXt^ 




Hi vaxue 


o , ue— 




74 


^ xaenuiL-Y 


lUU 


LnV^oX UcoCxipuXOn 


VixDUU / C5 Ux } 




XOD JX / 


Seq. ID 


RRART.l -fl'^'^-i 
ra.£\rx0XiX > 


Method 


BLASTX 


NCBI GI 


g2119846 


BLAST score 


681 


E value 


6.0e-72 


Match length 


129 


% identity 


99 


NCBI Description 


chlorophyll 



cytochrome b5 [Arabidopsis thaliana] 



Q1-B1-F6 



b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb___CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi__3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136918 

ARABL1-033-Q1-B1-F9 

BLASTN 

g2244788 

104 

2.0e-51 

250 

97 

Arabidopsis thaliana DNA chromosome A, 
fragment No 



ESSA I contig 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136919 

ARABLl-033-Ql-Bl-GlO 

BLASTX 

g3885511 

233 

8.0e-20 

65 

74 



16363 



NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

136920 

ARABL1-033-Q1-B1-G2 

BLASTX 

g2264373 

617 

2.0e-64 

114 

100 

{AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 

136921 

ARABL1-033-Q1-B1-G5 

BLASTX 

g3123188 

583 

2.0e-60 

111 

96 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 

136922 

ARABL1-033-Q1-B1-G7 

BLASTN 

g4662609 

81 

6.0e-38 

133 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136923 

ARABLl-033- 

BLASTX 

g3152581 

365 

3-0e-35 

82 

83 

(AC002986) 
gb_AE00338, 



■Q1-B1-H9 



Similar to E. coli sulfurtransferase (rhodanese) 
ESTs gb_T03984, gb_T03983 and gb_W43228 come 



from this gene. [Arabidopsis thaliana] 
136924 

ARABL1-033-Q1-E1-A9 
BLASTN 
g2264317 
99 

7.0e-49 
119 
96 



16364 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136925 

ARABL1-033-Q1-E1-B3 

BLASTN 

g4102702 

331 

0,0e+00 

331 

100 

Arabidopsis thaliana ribulose-5-phosphate-3-epimerase mRNA, 
complete cds 

136926 

ARABL1-033-Q1-E1-C9 

BLASTN 

g555975 

99 

8.0e-49 

135 

93 

Arabidopsis thaliana metallothionein-like protein (AtMT-K) 
mRNA, complete cds 

136927 

ARABL1-033-Q1-E1-D4 

BLASTN 

g2828182 

241 

l.Oe-133 

241 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 

136928 

ARABLl-033-Ql-El-El 

BLASTN 

g4584339 

181 

l.Oe-97 

206 
96 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 
sequence, complete sequence 

136929 

ARABL1-033-Q1-E1-E8 

BLASTX 

gl32102 

506 

2.0e-51 

89 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi 68061 pir RKMUB2 



16365 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136930 

ARABL1-033-Q1-E1-G2 

BLASTN 

g2264367 

346 

O.Oe+00 

346 

100 

Arabidopsis thaliana BAC F6P23 from chromosome IV, 
complete sequence [Arabidopsis thaliana] 



top arm, 



136931 

ARABL1-033-Q1-E1-G7 

BLASTN 

g4662609 

72 

l.Oe-32 

125 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

136932 

ARABL1-033-Q1-E1-H9 

BLASTX 

g3152581 

174 

l,0e-12 

42 

83 

(AC002986) 
gb_AE00338 
from this 



Similar to E, coli sulfurtransf erase (rhodanese) 
ESTs gb_T03984, gb_T03983 and gb_W43228 come 
gene. [Arabidopsis thaliana] 



136933 

ARABLl-034-Ql-Bl-AlO 

BLASTN 

g4753195 

78 

4.0e-36 

198 

96 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



136934 

ARABL1-034-Q1-B1-A2 

BLASTX 

g861155 

274 

2.0e-24 
77 



16366 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

61 

(Z35162) beta-fructofuranosidase; cell wall invertase I; 
fructosidase [Vicia faba] 

136935 

ARABL1-034-Q1-B1-A3 

BLASTX 

g2493144 

404 

l.Oe-39 

95 

57 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136936 

ARABLl-034-Ql-Bl-Bll 

BLASTN 

gl66810 

190 

l.Oe-103 

194 

99 

Arabidopsis thaliana Columbia protein kinase mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136937 

ARABL1-034-Q1-B1-C10 

BLASTN 

g3805839 

104 

2.0e-51 

224 
97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4B14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



136938 

ARABL1-Q34-Q1-B1-C5 

BLASTX 

g2129773 

518 

6.0e-53 

113 

87 

xyloglucan endotransglycosylase-related protein XTR3 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

136939 

ARABL1-034-Q1-B1-C7 
BLASTX 



16367 



NCBI GI g4755189 

BLAST score 300 

E value 2.0e-27 

Match length 119 

% identity 66 

NCBI Description (AC007018) putative cytochrome P45Q [Arabidopsis thaliana] 

Seq. No. 136940 

Seq. ID ARABLl-034-Ql-Bl-DlO 

Method BLASTX 

NCBI GI g3298536 

BLAST score 415 

E value 4.0e-41 

Match length 82 

% identity 100 

NCBI Description (AC004681) unknown protein [Arabidopsis thaliana] 

Seq. No. 136941 

Seq. ID ARABLl-034-Ql-Bl-Dll 

Method BLASTX 

NCBI GI gl076678 

BLAST score 388 

E value 5.0e-38 

Match length 78 

% identity 100 

NCBI Description ubiquitin / ribosomal protein S27a - potato (fragment) 

Seq. No. 136942 

Seq. ID ARABL1-034-Q1-B1-D8 

Method BLASTX 

NCBI GI g3766248 

BLAST score 203 

E value 6.0e-16 

Match length 57 

% identity 67 

NCBI Description (Y18227) blue copper binding-like protein [Arabidopsis 
thaliana] 

Seq. No. 136943 

Seq. ID ARABLl-034-Ql-Bl-Ell 

Method BLASTX 

NCBI GI g2827546 

BLAST score 287 

E value 4.0e-26 

Match length 77 

% identity 65 

NCBI Description (AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 

Seq. No. 136944 

Seq. ID ARABL1-034-Q1-B1-E8 

Method BLASTX 

NCBI GI g2129550 

BLAST score 618 

E value l.Oe-64 

Match length 121 

% identity 69 



16368 



NCBI Description 



calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 {U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase {CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136945 

ARABL1-034-Q1-B1-E9 

BLASTN 

g4741959 

213 

l.Oe-116 

243 

97 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



136946 

ARABLl-034-Ql-Bl-Fl 

BLASTN 

g2618599 



jDiiAoi score 


"3 /I T 


E value 


n n ^ 1 A A 

U . Ue+00 


Match length 


34 / 


s identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MBD2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


136947 


Seq. ID 


ARABL1-034-Q1-B1-F2 


Method 


BLASTX 


NCBI GI 


g4559384 


BLAST score 


436 


E value 


2.0e-43 


Match length 


115 


% identity 


83 


NCBI Description 


{AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


136948 


Seq, ID 


ARABLl-034-Ql-Bl-GlO 


Method 


BLASTN 


NCBI GI 


g4309719 


BLAST score 


244 


E value 


l.Oe-135 


Match length 


248 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T30D6 genomi 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


136949 


Seq. ID 


ARABL1-034-Q1-B1-G11 


Method 


BLASTX 


NCBI GI 


gl24372 


BLAST score 


360 



16369 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-34 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



l.Oe- 
68 
100 

ACETOLACTATE SYNTHASE PRECURSOR (ACETOHYDROXY-ACID 

SYNTHASE) (ALS) >gi_68240__pir YCMU acetolactate synthase 

(EC 4.1.3.18) precursor - Arabidopsis thaliana 

>gi_226221_prf 1501386B acetolactate synthase [Arabidopsis 

thaliana] 



136950 

ARABL1-034-Q1-B1-G6 

BLASTN 

g4006885 

100 

6.0e-49 

336 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



136951 

ARABLl-034-Ql-Bl-HlO 

BLASTX 

g2497886 

197 

l.Oe-15 

39 

100 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (U11256) metallothionein [Arabidopsis 
thaliana] 

136952 

ARABLl-034-Ql-Bl-Hll 

BLASTX 

g464986 

258 

9.0e-23 

48 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_34 9211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

136953 

ARABL1-034-Q1-B1-H9 
BLASTX 
g4185505 



(UBIQUITIN-PROTEIN 
{UBCAT4B) 



16370 



BLAST score 


248 


E value 


l.Oe-21 








o u 


vi\^a± UtSoOx Xp L.±Oil 


^rirxuxuooj iioribpccxxxc xxpxa transxer proLexn precursor 






9 APT KIri 


X J D 4 


Seq. ID 


ARART.1 -F1 -Ffi 


Method 


BLASTX 


NCBI GI 


g4755190 


BLAST score 


242 


Hi V CL-L U.^ 


X • utr ^ U 




fin 


& T /H 7^ -n 4* ^ 7 

^ iQenuxLy 


/ J 




\r\\^\J \J / \j J-O / ^LlUdUXVC v^y L-vJOiiX (JXUtS JT 'd O U [rii.X CliJXU.tw'PhD X o UliClXXcLliCL 




XO D 


• J.LJ 


APART. 1 -O^R-OI -Rl -A9 
rir\rtJjXiX WjJ vX JjX 


Mp1"hod 




NCBI GI 




BLAST score 


252 


E value 


l.Oe-140 




979 




J? o 


iN^DX uescxxpi-xon 


Arabidopsls thaliana genonixc DNA^ chromosorrie 5/ PI clone: 




iYiyiNzo/ coiupxexe sequence [Araoxaopsxs unaxxanaj 


O t3 . IN O . 


X J O Z/D O 


OCv^ • Xly 


APART 1 — (T^R— m — Rl -Rl 


Method 


BLASTN 


NPRT GT 


y*±XO-7fUD 


BLAST score 


82 


E value 


6.0e-39 




P9 


o X(J.cli L X t_y 


1 nn 

XVJU 


iNV/OX jjescrxpuxon 


Arabxdopsis thaliana genomic DNA, chroitiosome 3, PI clone: 






oeq, LNO. 


xooyo / 


OCv^ • J.LJ 


APART. 1 — (T^R-ni — Rl -R9 

rirxrxDXi X KJ ^x DX I3^ 




RT.A^TY 


NCBI GI 




BLAST score 


92 


E value 


5.0e-42 


ruduoii Xciiyuii 


X u 


^ xtaeiii-Xuy 




LNL/DX uescrxptxon 


{AL035440) putative dihydrolipoamide succinyltransf erase 




l^x^X CLX^X lolV_/ O X O L.llCt.X X CliXCl. J 


oeq . wo . 


1 o o y O O ^^s. 


Sea ID 


ARART.I -O^S-OI -Rl -R^ 
x^x\rxoxix \j ^ ^ S^-*- iDX o<_} 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


440 


E value 


8,0e-44 


Match length 


105 



16371 



% identity 

NCBI Description 



86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi__16447__emb_C7VA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II IQkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb__N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



O fc? . iN U . 


y ^ y 






Method 


BLASTX 


NCBI GI 


g4584548 


rsLifio 1 score 


O 


E value 


4 . Ue~DC5 


Match length 


1 on 


t ir\ ^ T 7 

^ iQenuxty 


1 nn 


Nool Jjescnpuion 




beq. No. 




Ccin- TPs 

beg. lu 


X U ^ 0 


TuT 1^ Vi /^/^ 

ixie Luoa 


PT Z\QTV 


NCBI GI 


g4335734 


BLAST score 


96 


E value 


2.0e-03 


Match length 


53 


% identity 


25 


NCBI Description 


{AC006248) 


Seq. No. 


136961 


Seq. ID 


ARABLl-035 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


592 


E value 


l,0e-61 


Match length 


110 


% identity 


96 


NCBI Description 


60S RIBOSO 



putative protein [Arabidopsis thaliana] 



-Q1-B1-B6 



putative calmodulin [Arabidopsis thaliana] 



ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136962 

ARABLl-035-Ql-Bl-El 

BLASTN 

gl688071 

66 

3.0e-29 

106 

91 

Arabidopsis thaliana biotin holocarboxylase synthetase 
mRNA, complete cds 



Seq. No. 
Seq. ID 



136963 

ARABL1-035-Q1-B1-E12 



16372 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2894596 

311 

4.0e-29 

62 

100 

(AL021889) putative protein [Arabidopsis thaliana] 
136964 

ARABL1-035-Q1-B1-E6 

BLASTN 

g3449327 

190 

l.Oe-103 

217 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 

136965 

ARABLl-035-Ql-Bl-Fl 

BLASTX 

g4580460 

372 

7.0e-36 

89 

83 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



136966 

ARABL1-035-Q1-B1-F2 

BLASTX 

g4678259 

391 

4.0e-38 

101 

74 

{AL049657) putative protein [Arabidopsis thaliana] 
136967 

ARABL1-035-Q1-B1-G8 

BLASTX 

gl071912 

227 

7.0e-19 

45 

100 

cysteine synthase {EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA5734 4_ {X81698) cysteine 
synthase [Arabidopsis thaliana] 

136968 

ARABLl-035-Ql-El-All 

BLASTN 

g4193383 

111 



16373 



E value 


l.Oe-55 




lis 

X X 




-7 y 


IN^OX OX Xp) L J. Uii 


2\ T*alo T H OTi "hl^alia'na T"i V^o q ottis 1 "OT'otoTTi ( J^Ti 1 1X \ 
AX CLU X Uv^p O X O UlldX XClllCL X XUOlO L^iUdX pxv^L.cxii o^ / \r^JC\0^ I r\ 1 




r'omT\Tot& oHq 


o t; • LN » 


X J \J y \J -/ 


Seq. ID 


ARABLl-035-Ol-El-Bl 






KfCBI GI 


a4159706 


BLAST score 


82 


E value 


6.0e-39 


L id. U oil -Ldl^ Uli 


u ^ 


o J.(«adll — L u_Y 


1 no 

X\J\J 


i\OIj-L iJcoOl. U jL wll 


ZXyal^T HoT^QT g "hlnaliisna rronoTni o PlKTZi o H y onn o g om 

JTiX ClJJX(iJ.\J|JO X O LlldXXdilCt ytJXHJiUXO ULAClf OllX (JILLUO WILLC XX 




MPTifi pnTTiTj 1 f=^t p ^prm<=*npp 


O ^ ■ IN \ J • 


XO O 27 / U 


^Arr TD 

Od.^ • X u 


APART,! -O^S-OI -Fl -n4 




BLASTN 


INWOX OX 


y*± / o i 'J y £^ 


BLAST score 


251 


E value 


l.Oe-139 




^1 0 X 


^ xaenuxLy 


1 nn 

XvJ u 


lnudx uescrxp LxOii 


iiraDxQopsxs i,naxxand yenoiuxc unh./ cnxoiuosoiue O/ iriL 




\C J ^ 7\ ) / ^ /^Tm 1^ 1 ^ ^ c* ^ .^^n t ^ ^ 

jAXfiAx / coiupxeLS ssquencG 


oeq. iNO . 


looy / X 


ocq» xu 


APART 1 — O'^'n— ni — F1 — 9 
rlI\rl_DXiX UOo yX iLX XjXZ 




RT.A^TX 


NCBI GI 


g2894596 


BLAST score 


311 


E value 




ructuoii xciiyni 


fi9 


^ xdcnLXcy 


1 nn 

X U U ' 


INOOX Uc oi-X xp L XtJii 


^riXi U ^ X O O -7 J pLlUdUXVfci pXv_>L.trXl± riX dX? X (J. vjp O X o UlldXXdlldJ 


oeq . lno . 




oc\-j« xu 


APART 1 -O'^R-ni -F1 


i'jc uiiwvj. 


RT.A^ITN 


iMODX oX 


y o^t 4 / 


BLAST score 


190 


E value 


l.Oe-103 


I'uctcoii xfcjxiyuii 


91 7 

^ X / 


^ XUcllLXLy 


j7 D 


iNUox uescripnon 


Arabidopsis thaliana genomic DNA, chroiuosoitie 5/ PI 




ixio^i.^.-)/ ooiLipxeue sequence l-^^-'- o-^-LCiopsxs T-ndXXa.ndj 


oeq • NO ■ 




ocy • xu 


APART. 1 — 0'^'^— m — F1 — 
rilVrtlSXiX UOO ^X CjX 


Method 


BLASTN 


NCBI GI 


g2815404 


BLAST score 


134 


E value 


2.0e-69 


Match length 


238 


% identity 


90 



clone 



clone: 



16374 



# 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136974 

ARABL1-036-Q1-B1-A3 

BLASTN 

g3128135 

80 

5.0e-37 

348 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K19E1, complete sequence [Arabidopsis thaliana] 



clone 



136975 

ARABL1-036-Q1-B1-A5 

BLASTX 

gl6374 

161 

2.0e-ll 

29 

100 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

136976 

ARABLl-036-Ql-Bl-Bl 

BLASTX 

g3688175 

451 

5.0e-45 

107 

81 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 

136977 

ARABLl-036-Ql-Bl-Bll 

BLASTN 

g4335744 

73 

8.0e-33 

197 

84 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

136978 

ARABL1-036-Q1-B1-B3 

BLASTN 

g4691223 

102 

2.0e-50 

203 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 



16375 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136979 

ARABL1-036-Q1-B1-B7 

BLASTX 

g2160142 

405 

l,0e-39 

104 

80 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921) . [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5 ' -adenylylsulf ate reductase [Arabidopsis thaliana] 



136980 

ARABL1-036-Q1-B1-B8 

BLASTN 

g3250673 

187 

l.Oe-101 

378 
100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone T16H5 



136981 

ARABL1-036-Q1-B1-C7 

BLASTX 

gl929056 

293 

2.0e-26 

99 

54 

(¥12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136982 

ARABL1-036-Q1-B1-E5 

BLASTN 

g3763944 

170 

5.0e-91 

170 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136983 

ARABLl-036-Ql-Bl-Fll 

BLASTN 

g2864607 

23 

2.0e-03 

67 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



16376 



# 



Qf^a No 


136984 


Seq. ID 


ARABLl-036-Ql-Bl-GlO 


Method 


BLASTX 


NCBI GI 


a2398679 


BLAST score 


313 


E value 


5.0e-29 




66 




89 








synthase [Morinda cxtrifolia] 


Cprr No 


136985 
■J. ^ \j ^ \j ^ 


Seq. ID 


ARABL1-036-Q1-B1-G12 


Mp1"hoH 


BLASTX 


NCBI GI 


g3885892 


BLAST score 


532 


X-i V dJL Lie 


1 . Oe-54 








o o 


NPRT np*^^^!^! "ot" "i on 

-t- 'I JL^ -L \^ u Nta^ J_ J_ k-/ O J- 1 X 


fAFn936^4^ nhotoci v*:;"!" PTn— 1 F ^snloiin 1 1 nTPPnT^^iOT fOTvzri ==!3t 


o C • iN (J • 


X O D -/O O 


Seq, ID 


ARABL1-036-O1-B1-H6 


Mpf-'hoH 


BLASTN 


NCBI GI 


a2358139 


BLAST score 


144 


E value 


3.0e-75 




*i U X 




1 on 




riXdjJXtlupoXc) l_lldXXdIicl OXIX OlUQo UIUc X yUlrOnX^ OUXU^XcLc 






O C • 9 




Sea ID 


ARABL1-036-O1-B1-H8 


Method 


BLASTX 


NCBI GI 


a2338712 


BLAST score 


262 


E value 


8.0e-23 


Lid U Oil Xdi^Uii 






/ He. 




^rir UX J -/ / illC LdXXOUIlXOrieXIl XXJvc piOteXIl |_x-iXdiJXU.<jpoXb 




i-"h a 1 -j ariS 1 

L>XxdX X dixd J 


o v:? • LN tj » 


1 '^^^QRfl 
XO0i?0 0 


Spa ID 


ARART.1 -D'^fi-Ol -F1 -AS 


Me^'t'hori 


BLASTX 


NCRT GT 


gl6374 


BLAST score 


161 


E value 


2,0e-ll 






"lH07Tl~1"f~\7 
O -1- kjt ^ 1 1 -L L> y 


100 




^Au^yuo J cnxoropnyxx a/D DxnQxng proL.exn ^ijnL.r Pir> xou^ 




[Arabidopsis thaliana] 


Seq. No. 


136989 


Seq. ID 


ARABL1-036-Q1-E1-B3 


Method 


BLASTN 



16377 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No» 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4691223 
207 

l.Oe-113 

391 

100 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAG clone F4F15 



136990 

ARABL1-036-Q1-E1-B8 

BLASTN 

g3250673 

303 

l.Oe-170 

350 
56 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T16H5 



136991 

ARABL1-036-Q1-E1-C6 

BLASTN 

g4204948 

182 

7.0e-98 

189 

99 

Arabidopsis thaliana serine/threonine protein phosphatase 
2A-4 catalytic subunit gene, complete cds 

136992 

ARABL1-036-Q1-E1-E5 

BLASTN 

g3763944 

170 

5.0e-91 

170 

100 

Arabidopsis thaliana 
{ESSAII project) 



DNA chromosome 4, BAC clone F28A23 



136993 

ARABL1-036-Q1-E1-F6 

BLASTN 

g3702735 

322 

O.Oe+00 

343 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 

136994 

ARABL1-036-Q1-E1-H3 

BLASTN 

g4538949 

99 



PI clone: 



16378 



E value 
Match length 
% identity 
NCBI Description 



# 



2.0e-48 

270 

85 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F24G24 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136995 

ARABL1-037-Q1-B1-A12 

BLASTN 

g2564050 

120 

2,0e-61 

132 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone 



oeq . NO • 




oeq. lu 


TiDTitlT 1 — n'5'7— A1 — m ST 


iYiei.no a 


dLiAO 1 JN 




g4 DDz ou y 


BLAbi score 






± • Uc X U O 


Match length 


01 1 




Q7 


NCBI Description 


Genomic sequence for Arabidopsis 




complete sequence 


oeq . JNO . 


1 "^i^QQT 


beq. iu 


TVDTMDT 1 01 7\ O 

AKAtsLl-Uo /-yX— bi-Ao 


Method 


TUT TS. QT^Y 




Q A QO 'SO 

gzoUyz 


BLAST score 




E value 


0 . ue— 4o 




1 1 n 

XXL/ 


% identity 


81 


NCBI Description 


(AC002560) F21B7.1 [Arabidopsis 


Seq, No. 


136998 


Seq, ID 


ARABL1-037-Q1-B1-B7 


Method 


BLASTN 


NCBI GI 


g4567300 


BLAST score 


68 


E value 


l.Oe-30 


Match length 


68 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


136999 


Seq. ID 


ARABL1-037-Q1-B1-C5 


Method 


BLASTN 


NCBI GI 


gl6375 


BLAST score 


65 


E value 


l.Oe-28 


Match length 


65 


% identity 


100 



16379 



# 



NCBI Description A.thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



137000 

ARABLl-037-Ql-Bl-DlO 

BLASTN 

g4159706 

149 

l.Oe-78 

149 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

137001 

ARABLl-037-Ql-Bl-El 

BLASTX 

gll5785 

272 

3.0e-24 

51 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-2) (LHCP) >gi_82380_pir S04028 chlorophyll 

a/b-binding protein 2 precursor - barley 

>gi_18943_emb_CAA31232_ {X12735) LHC precursor protein {AA 
-34 to 230) [Hordeum vulgare] 

137002 

ARABL1-037-Q1-B1-F9 

BLASTN 

g4538949 

156 

9.0e-83 

156 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24G24 
(ESSA project) 

137003 

ARABL1-037-Q1-B1-G12 

BLASTN 

g2623294 

91 

3.0e-44 

99 

99 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137004 

ARABL1-037-Q1-B1-G6 

BLASTN 

g3241924 

79 

2.0e-36 
205 



16380 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 

137005 

ARABLl-037-Ql-Bl-HlO 

BLASTX 

g2829920 

170 

l.Oe-12 

35 

100 

(AC002291) Similar to 'MADS box' transcription factors 
[Arabidopsis thaliana] 



Seq. No. 


137006 


Seq. ID 


ARABL1-037-Q1-E1-B12 


Method 


BLASTX 


NCBI GI 


gl769849 


BLAST score 


290 


E value 


2.0e-26 


Match length 


55 


% identity 


100 


NCBI Description 


(Z75663) chlorophyll 


Seq. No. 


137007 


Seq. ID 


ARABL1-037-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g4567300 


BLAST score 


68 


E value 


l.Oe-30 


Match length 


68 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence 



Seq. No. 


137008 






Seq. ID 


ARABLl-037- 


-Ql-El 


-Cll 


Method 


BLASTN 






NCBI GI 


g886427 






BLAST score 


86 






E value 


7.0e-41 






Match length 


178 






% identity 


87 






NCBI Description 


A. thaliana 


mRNA 


for zeta 


Seq, No. 


137009 






Seq. ID 


ARABLl-037- 


-Ql-El 


-C5 


Method 


BLASTN 






NCBI GI 


gl6375 






BLAST score 


53 






E value 


2.0e-21 






Match length 


65 






% identity 


95 






NCBI Description 


A. thaliana 


gene 


(LHCP AB 




protein 







for chlorophyll a/b binding 



16381 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



137010 

ARABLl-037-Ql-El-DlO 

BLASTN 

g4159706 

144 

l,0e-75 

152 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137011 

ARABL1-037-Q1-E1-E6 

BLASTN 

g4063730 

358 

O.Oe+00 

358 

100 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing ECNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

137012 

ARABLl-038-Ql-Bl-All 

BLASTX 

g37382€l 

211 

4,0e-17 

100 

56 

{AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137013 

ARABL1-038-Q1-B1-A12 

BLASTX 

g3286693 

547 

2.0e-56 

104 

100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

137014 

ARABL1-038-Q1-B1-B7 

BLASTX 

g2493144 

404 

l.Oe-39 

95 

57 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
{clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 



16382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

137015 

ARABL1-038-Q1-B1-B9 

BLASTX 

g3287862 

4 65 

8,0e-47 

85 
100 

PUTATIVE TRYPSIN INHIBITOR T01O24.27 PRECURSOR >gi_2289007 
{AC002335) trypsin inhibitor 2 precursor isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137016 

ARABLl-038-Ql-Bl-DlO 

BLASTN 

g4757403 

40 

3.0e-13 

114 

97 

Arabidopsis thaliana genomic DNA, 
MJL12, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137017 

ARABL1-038-Q1-B1-D3 

BLASTX 

g2315463 

235 

8.0e-20 

98 

50 

(AF016449) similar to enzymes that act through an ATP 
dependent binding of AMP; most similar to CoA ligases 
[Caenorhabditis elegans] 

137018 

ARABLl-038-Ql-Bl-Ell 

BLASTN 

g4335744 

71 

l.Oe-31 

167 

86 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137019 

ARABLl-038-Ql-Bl-Fll 

BLASTX 

g2146733 

364 

6,0e-35 

82 

79 



16383 



NCBI Description GASTl protein homolog (clone GASAl) - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137020 

ARABL1-038-Q1-B1-F12 

BLASTN 

g3522932 

272 

l,0e-151 

304 

97 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. ino . 




Seq. ID 


ARABL1-038-Q1-B1-F7 


Method 


BLASTX 


NCBI GI 


n o o o m 

g30333y7 


BLAST score 


261 


E value 


7 . Oe-23 


Match length 


IT 1 

ol 


% identity 


100 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq* No. 


1 T n o o 


Seq. ID 


ARABL1-Q38-Q1-B1-G10 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


159 


E value 


3.0e-84 


Match length 


313 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K2A18, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137023 


Seq. ID 


ARABLl-038-Ql-Bl-Gll 


Method 


BLASTX 


NCBI GI 


g464987 


BLAST score 


456 


E value 


9.0e-46 


Match length 


84 


% identity 


100 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN 




LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 



>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBCIO - Ajcabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



137024 

ARABL1-038-Q1-B1-G2 

BLASTX 

g3402685 

625 

2.0e-65 

123 



16384 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(AC004 697) unknown protein [Arabidopsis thaliana] 
137025 

ARABL1-038-Q1-B1-G4 

BLASTX 

g2119848 

336 

6.0e-32 

70 

93 

chlorophyll a/b-binding protein type I precursor LhblBl - 
Arabidopsis thaliana >gi__16366_emb_CAA4578 9_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 

[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] 

137026 

ARABL1-038-Q1-B1-G6 

BLASTN 

g3869075 

370 . ^ / . 

0,0e+0^^ • ' . . . . 

382 ■ , • ^ - :/ 

99 ' 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 

137027 

ARABLl-038-Ql-Bl-Hll 

BLASTX 

g2507587 

284 

l.Oe-25 

57 

88 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

137028 

ARABL1-038-Q1-E1-A9 

BLASTX 

gl31398 

258 

2,0e-22 

81 

69 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714__pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA39441_ {X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 



16385 



>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137029 

ARABLl-038-Ql-El-BlO 

BLASTX 

g2119846 

323 

3.0e-30 

62 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 [AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


137030 


Seq. ID 


ARABLl-0 JQ-Q1-E1-B7 


Method 


"PIT TV ftm\T 

BLASTX 


NCBI GI , . 


-gl200116 


BLAST score ^ 


168 " 


E value 


7 . Oe-12 


Match length 


50 


% identity 


76 


NCBI Description 


(X95752) c subunit of V-type ATPase [Nicotiana 


Seq. No. 


137031 


Seq. ID 


ARABLl-038-Ql-El-Dll 


Method 


BLASTN 


NCBI GI 


g2618603 


BLAST score 


114 


E value 


2.0e-57 


Match length 


242 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MSL3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137032 


Seq. ID 


ARABL1-038-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


g3046855 


BLAST score 


170 


E value 


l.Oe-90 


Match length 


385 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3 




MSLl, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137033 


Seq. ID 


ARABL1-038-Q1-E1-D9 


Method 


BLASTX 



16386 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2213597 
191 

l.Oe-14 

48 

79 

(AC000348) T7N9.17 [Arabidopsis thaliana] 



137034 

ARABL1-038-Q1-E1-F8 

BLASTN 

gl6375 

146 

l.Oe-76 

146 

100 

A. thaliana gene (LHCP AB 140) 
protein 



for chlorophyll a/b binding 



137035 

ARABLl-038-Ql-El-GlO 

BLASTX 

g2435518 

223 

2.0e-18 

42 

86 

{AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

137036 

ARABLl-038-Ql-El-Gll 

BLASTX 

g464987 

198 

2.0e-15 

36 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase {EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_einb__CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi__349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

137037 

ARABL1-038-Q1-E1-G2 

BLASTN 

g3402671 

325 

O.Oe+00 

325 

100 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



137038 



16387 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ARABL1-038-Q1-E1-G6 

BLASTN 

g3869075 

116 

l.Oe-58 

136 

96 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone 



137039 

ARABL1-038-Q1-E1-G8 

BLASTN 

g3337347 

139 

l.Oe-72 

143 

85 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137040 

ARABLl-038-Ql-El-HlO 

BLASTX 

g643469 

238 

4.0e-20 

59 

73 

(U19886) unknown [Lycopersicon esculentiom] 
137041 

ARABL1-038-Q1-E1-H7 

BLASTX 

g99696 

299 

3.0e-27 

60 

98 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

137042 

ARABL1-039-Q1-B1-A7 

BLASTX 

g2651297 

329 

l.Oe-30 

84 

75 

(AC002336) putative expansin [Arabidopsis thaliana] 



Seq. No. 



137043 



16388 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ARABLl-039-Ql-Bl-Bl 

BLASTX 

g4678226 

511 

5.0e-52 

119 

88 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



137044 

ARABL1-039-Q1-B1-B3 

BLASTX 

g4741952 

265 

9.0e-24 

50 

100 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
137045 

ARABL1-039-Q1-B1-B7 

BLASTX 

g4584110 

320 

l.Oe-29 ^ - ' 

121 

51 

{AJ133639) SAH7 protein [Arabidopsis thaliana] 
137046 

ARABL1-039-Q1-B1-C8 

BLASTX 

g399298 

217 

l.Oe-17 

66 

70 

STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED COR6.6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thaliana >gi__16230_emb_CAA38 894_ (X55053) cold 
regulated [Arabidopsis thaliana] 

137047 

ARABL1-039-Q1-B1-D2 

BLASTN 

g4803835 

322 

O.Oe+00 

322 

100 

Arabidopsis thaliana mRNA for a dyn ami n- like protein ADL3, 
complete cds 

137048 

ARABLl-039-Ql-Bl-El 
BLASTN 



16389 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4586241 
110 

2.0e-55 

110 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



T20K18 



137049 

ARABLl-039-Ql-Bl-ElO 

BLASTX 

gl076302 

529 

4.0e-54 

108 

100 

cold-regulated protein corl5a precursor - Arabidopsis 
thaliana >gi_413922_emb_CAA454 99_ (X64138) corl5 
[Arabidopsis thaliana] >gi_507149 (U01377) corlSa 
[Arabidopsis thaliana] 

>gi_4559337_gb_AAD22999.1__AC007087_18 (ACG07087) 
cold-regulated protein corl5a precursor [Arabidopsis 

thaliana] >gi_444330_prf 1906379A corl5 gene [Arabidopsis 

thaliana] 



137050 

ARABL1-039-Q1-B1-E9 

BLASTN 

g3063438 

60 

5.0e-26 

60 

100 

Complete sequence of Arabidopsis F22013, 
[Arabidopsis thaliana] 



complete sequence 



137051 

ARABL1-039-Q1-B1-F2 

BLASTX 

g2497886 

300 

3.0e-27 

54 

100 

METALLOTHIONEIN-LIKE PROTEIN 2B {MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 



thaliana >gi_ 
thaliana] 



1086463 (U11256) metallothionein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137052 

ARABL1-039-Q1-B1-F4 

BLASTN 

g4218109 

211 

l.Oe-115 

275 

94 



16390 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



F16A16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137053 

ARABL1-039-Q1-B1-F7 

BLASTN 

g2351069 

275 

l.Oe-153 

393 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



PI clone 



137054 

ARABLl-039-Ql-Bl-GlO 

BLASTN 

g4115352 

317 

l.Oe-178 

317 

79 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137055 

ARABLl-039-Ql-Bl-Hl 

BLASTN 

g4584841 

64 

l.Oe-27 

289 

66 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

137056 

ARABL1-039-Q1-B1-H2 

BLASTN 

g3860243 

69 

9.0e-31 

194 

91 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137057 

ARABL1-039-Q1-E1-A9 

BLASTX 

g541858 

361 

2.0e-34 

62 

100 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi 4 69484 dbj_BAA03921_ (D16454) endo-xyloglucan 



16391 



transferase [Arabidopsis thaliana] >gi_4063757 {AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



kJ C • IN V„/' . 


137058 


Seq. ID 


ARABLl-03 9-Q1-E1-B12 


Method 


BLASTX 


IN \-/ J_J J. 


a3176874 


O ±J£^iJ ± O ^ w X. ^ 


170 


W 1 n ^ 

Hj V CLX U.C 


I • \J\S x^ 


L id LOii J-Oil^ Uii 






7fi 




^2Ar VU>JU-J-7^ OLlV^ LLLILX O Xil XX J\.C OCX XI t^-*- ^ L-CdO ^3 ]_r\±. CLkJ J-'^W ^ 




l.^lXCLJ L.Cli.lCl J 


Seq, No. 


137059 


Seq. ID 


ARABL1-039-Q1-E1-B3 




oXirio i A 


LN ID J. O X 




jDijfio i score 


9 R R 
i O O 


E value 


X • VJC 


radtcn xenyLii 


so 


% identity 




Klf^RT Flo Q V* T r>'h' T 
iN^^DX iJtso ox X^ t_XWii 


^rai: X >J 1 X ^ \j / xiXiOiJ-.j ^Xkj?ucxii |_ri.x cLk>x^vj^o-LO L.im-L^c3.ii.c3. j 


Seq. No. 


137060 


Seq. ID 


ARABLl-03 9-Ql-El-Cll 




OXltiO X a. 


iNOOX yj± 


rr^^4ni ft T 
goo ft u xo X 


r$ijfio i scors 


Z U 


iL VcLXLLc 


1 • Us^ X U 


riai-cn xengun 


/ u 


^ icienr.iLy 


0 D 


lnL'IjX ueibcxxp uxon 


f Hk.r*f\f\ A'] 00 \ FTti Im r\T*7Ti •or-r^'Honn rZiyal^T Hon c;i<5 't"ln;^1"i;^'nal 
V *± X Z. Z, J UIiJS.J.10 Wil ^XvJLcXii LraX ClUXvJ.(J^ O X o UiiClX XCLiiCl J 




X O / U U X 


Seq. ID 


ARABL1-039-Q1-E1-C4 


Method 


BLASTN 




rr4 Rft Q49 1 


DijHo J. score 


no 


Hi vaxue 


0 . ue 0-3 




112 


-6 laenuiTiy 


Q7 


NCBI Description 


jB,rax>xQopsxs tnaxxana genoinxc uiNri/ cnxoiriosoiiie iri^^^ 






Seq. No. 


137062 


Seq. ID 


ARABL1-039-Q1-E1-D4 




RT aQTV 
OXu-iO 1^ 


NCBI GI 


al370186 


BLAST score 


190 


E value 


2.0e-14 


Match length 


40 


% identity 


88 


NCBI Description 


(Z73942) RAB7C [Lotus japonicus] 


Seq. No, 


137063 


Seq. ID 


ARABL1-039-Q1-E1-D6 



16392 



Method 


# • 

BLASTN 


NCBI GI 


g2462930 


BLAST score 


79 


E value 


2.0e-36 


Match length 


100 


% identity 


100 


NCBI Description 


dArabidopsis thaliana mElNA for UDP-glucose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glucosyltransf erase 
137064 

ARABLl-039-Ql-El-El 

BLASTN 

g4586241 

110 

2,0e-55 

110 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T20K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137065 

ARABL1-039-Q1-E1-E9 

BLASTN 

g3063438 

60 

5.0e-26 

60 
100 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137066 

ARABL1-039-Q1-E1-F7 

BLASTN 

g2351069 

152 

2.0e-80 

164 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137067 

ARABLl-04- 

BLASTX 

g4741952 

646 

8.0e-68 

122 

75 

{AF134126) 



■Q1-B1-B2 



Lhcb3 protein [Arabidopsis thaliana] 



137068 

ARABL1-04-Q1-B1-B6 

BLASTX 

g4662642 

668 



16393 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-70 

128 

100 

{AC006429) 



hypothetical protein [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



137069 

ARABL1-04-Q1-B1-B8 
BLASTX 
g464986 
558 

2.0e-57 
104 
99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi__4455355_emb_CAB36765.1_ {AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

137070 - 

ARABL1-04-Q1-B1-C3 

BLASTX 

g3170230 

462 

3.0e-46 

134 

66 

(AF041848) fructose-6-phosphate 2-kinase 
/fructose-2, 6-bisphosphatase [Spinacia oleracea] 

137071 

ARABL1-04-Q1-B1-C8 

BLASTX 

gl709534 

590 

3.0e-61 

133 

89 

DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE A (P5CS A) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA-GLUTAMYL KINASE) (GK) 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) 

(GLUTAMYL-GAMMA-SEMIALDE. . . >gi_2129572_pir S66637 

delta-l-pyrroline-5-carboxylate synthetase - Arabidopsis 
thaliana >gi_829100_emb_CAA60740_ (X87330) 
pyrroline-5-carboxylate synthetase [Arabidopsis thaliana] 
>gi_870866_emb_CAA6044 6__ (X86777) pyrroline-5-carboxylate 
synthetase A [Arabidopsis thaliana] 

>gi_1041248_emb_CAA61593_ (X89414) pyrroline-5-carboxylate 
synthase [Arabidopsis thaliana] >gi_2642162 (AC003000) 
delta-l-pyrroline 5-carboxylase synthetase, P5C1 



16394 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



[Arabidopsis thaliana] 
137072 

ARABLl-04-Ql-Bl-Dl 

BLASTN 

g3335331 

327 

0,0e+00 

327 

100 

Arabidopsis thaliana chromosome 1 BAG T8F5 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137073 

ARABL1-04-Q1-B1-D5 

BLASTX 

g4469022 

427 

2.0e-42 

86 

98 

(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 



S^q. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137074 

ARABL1-04-Q1-B1-D6 

BLASTX 

g430947 

541 

2.0e-55 

133 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq, No. 


137075 


Seq. ID 


ARABL1-04-Q1-B1-E8 


Method 


BLASTX 


NCBI GI 


g2127972 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


54 


% identity 


50 


NCBI Description 


HIT protein homolog 


Seq. No. 


137076 


Seq. ID 


ARABLl-04-Ql-Bl-Fl 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


505 


E value 


3.0e-51 


Match length 


131 


% identity 


81 


NCBI Description 


(AF04 9236) unknown 


Seq. No, 


137077 


Seq, ID 


ARABLl-04-Ql-Bl-Gl 



16395 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11 



BLASTN 

g4572664 

128 

9.0e-66 

249 

86 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

137078 

ARABL1-04-Q1-B1-G3 

BLASTN 

g3152602 

135 

5.0e-70 

135 

50 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137079 

ARABL1-04-Q1-B1-G5 

BLASTX 

g4678261 

463 

2.0e-46 

94 

100 

(AL049657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 

137080 

ARABL1-04-Q1-B1-H6 

BLASTN 

g2656028 

219 

l.Oe-120 

324 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MNF13 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137081 

ARABLl-04 0-Ql-Bl-All 

BLASTX 

g4185599 

153 

5.0e-10 

107 

37 

{AB010708] 
trif lora] 



Anthocyanin 5-aromatic acyltransf erase [Gentiana 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



137082 

ARABL1-040-Q1-B1-A2 

BLASTX 

g543751 



16396 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

7.0e-12 

31 

100 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi__541861_pir JT0755 

ethylene-forming enzyme - Arabidopsis thaliana 
>gi_16254_einb_CAA47251_ (X66719) ethylene-forming enzyme 
[Arabidopsis thaliana] 

137083 

ARABL1-040-Q1-B1-D7 

BLASTN 

g4662628 

106 

2, Oe-52 

210 

85 

Arabidopsis thaliana chromosome II BAG F27O10 genomic 
sequence, complete sequence 

137084 

ARABL1-040-Q1-B1-D9 

BLASTX 

g4585882 

482 

l.Oe-48 

92 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137085 

ARABLl-040-Ql-Bl-Ell 

BLASTX 

gll5783 

479 

2.0e-48 

90 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



137086 

ARABL1-040-Q1-B1-E8 

BLASTX 

g3335372 

256 

4.0e-22 

112 

45 

(AC003028) putative SRGl protein [Arabidopsis thaliana] 
137087 

ARABL1-040-Q1-B1-G9 



16397 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241923 

158 

6.0e-84 

158 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MMNIO, complete sequence [Arabidopsis thaliana] 

137088 

ARABLl-040-Ql-Bl-HlO 

BLASTX 

g2760606 

432 

9.0e-43 

109 

72 

{AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_3Q04869 

(AF030132) glutathione peroxidase; ATGPl [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931. 1_ (ALG4 9500) 
phospholipid hydroperoxide glutathione peroxidase 

[Arabidopsis thaliana] 

137089 

ARABL1-040-Q1-E1-C12 

BLASTN 

g2088638 

389 

O.Oe+00 

389 

100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137090 

ARABL1-040-Q1-E1-D5 

BLASTN 

g2584827 

92 

3.0e-44 

293 

97 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

137091 

ARABLl-040-Ql-El-ElO 

BLASTN 

g3063690 

164 

3.0e-87 

196 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
{ESSAII project) 



16398 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137092 

ARABL1-040-Q1-E1-F12 

BLASTN 

gl707006 

113 

4.0e-57 

157 

93 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137093 

ARABL1-040-Q1-E1-F4 

BLASTX 

gl31398 

283 

2.0e-25 

65 
85 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOlcDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

137094 

ARABL1-040-Q1-E1-G3 

BLASTN 

g3241927 

200 

l.Oe-108 

309 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137095 

ARABL1-040-Q1-E1-G9 

BLASTN 

g3241923 

158 

6.0e-84 

158 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMNIO, complete sequence [Arabidopsis thaliana] 

137096 

ARABL1-040-Q1-E1-H1 

BLASTN 

g2618599 

310 

l.Oe-174 



PI clone: 



16399 



Match length 310 

% identity 100 r r.-. i 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137097 

ARMLl-041-Ql-Bl-AlO 

BLASTX 

g2244904 

476 

6.0e-48 

117 

90 

(Z97339) similar to hypothetical protein C02F5-7 
[Arabidopsis thaliana] 



- Caenorha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137098 

ARABL1-041-Q1-B1-B9 

BLASTN 

g4191760 

86 

4.0e-41 

130 

92 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137099 

ARABL1-041-Q1-B1-C7 

BLASTN 

g4220640 

344 

O.Oe+00 

344 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPEll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 137100 

Seq. ID ARABL1-041-Q1-B1-C8 

Method BLASTN 

NCBI GI g3522932 

BLAST score 44 

E value 2.0e-15 

Match length 99 

% identity 93 

NCBI Description Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 137101 

Seq. ID ARABL1-041-Q1-B1-E9 

Method BLASTN 

NCBI GI g4262221 

BLAST score 226 

E value l.Oe-124 

Match length 229 

% identity 100 



16400 



NCBI Description Arabidopsis thaliana chromosome II BAG F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



9(::irr No 

kJ ^ • LN • 


X ^ t X u ^ 


Seq. ID 


ARABL1-041-Q1-B1-F4 


Method 


BLASTX 


L\ \_r J_J _L Vj J. 


^ ^ u i 1^ £^ 


±D ±jr\iD J. O O ky* -L "CJ 


^ 1 o 


J—i V CL-L U.G 


X . u c u 




4 




-?o 








"hh^l "1 ^inal 

UliClXXCLliCl. J 


Seq. No. 


137103 


Seq. ID 


ARABL1-041-Q1-B1-G4 






IN O X \J -L 




OJ_irlO 1 oOUXt; 


1 QQ 

X _/ -7 


i-j VCIXU.C; 


^ • Ut; X J 


LYld L. Oil -L tsiiy Ull 


O D 


■6 laenTinzy 


1 nn 

lUU 




^ixuuo^; nypoT,nei,xcax proLexn [firaiJiQopsxs 


Sea No 


137104 


Seq. ID 


ARABL1-041-Q1-B1-G5 


Method 


BLASTN 


NCBI GI 


g2749918 


BLAST score 


100 


E value 


2.0e-49 


Match length 


121 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome I BAG F3I6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
137105 

ARABL1-041-Q1-B1-G7 

BLASTX 

g4584540 

427 

3.0e-42 

106 

84 

(AL049608) putative protein [Arabidopsis thaliana] 
137106 

ARABL1-041-Q1-B1-H5 

BLASTX 

g3169287 

640 

3.0e-67 

128 

99 

(AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutiom] 



Seq. No, 



137107 



16401 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ARABL1-041-Q1-B1-H7 

BLASTN 

g2281648 

165 

l.Oe-87 

165 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 

137108 

ARABL1-041-Q1-B1-H9 

BLASTX 

g586145 

149 

l.Oe-09 

99 

40 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR {RIESKE IRON-SULFUR PROTEIN) (RISP) 
>gi_4 8884 8_emb_CAA55894_ (X79332) Rieske iron sulphur 
protein [Solanum tuberosum] 

137109 

ARABL1-041-Q1-E1-A12 

BLASTN 

g2264304 

325 

O.Oe+00 

333 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



137110 

ARABL1-041-Q1-E1-B7 

BLASTX 

g3123296 

219 

6.0e-18 

43 

100 

CALMODULIN-RELATED PROTEIN 3, TOUCH-INDUCED >gi_598067 
{L3454 6) calmodulin-related protein [Arabidopsis thaliana] 

137111 

ARABLl-041-Ql-El-ClO 

BLASTN 

g2098816 

176 

2.0e-94 

350 
100 

Arabidopsis thaliana BAG F19G10, complete sequence 
137112 

ARABL1-041-Q1-E1-C9 



16402 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2347177 

45 

3.0e-16 

153 

82 

Arabidopsis thaliana catalase 3 



(CAT3) gene, complete cds 



137113 

ARABLl-041-Ql-El-Dll 

BLASTN 

g2264305 

266 

l.Oe-148 

373 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 



137114 

ARABLl-041-Ql-El 

BLASTX 

g2398679 

411 

2,0e-40 

84 

92 

(Y14797) 
synthase 



-El 



3-deoxy-D-arabino-heptulosonate 7- 
[Morinda citrifolia] 



■phosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137115 

ARABL1-041-Q1-E1-E3 

BLASTX 

g3123188 

252 

l.Oe-21 

51 

94 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 

137116 

ARABL1-041-Q1-E1-E9 

BLASTN 

g4262221 

217 

l.Oe-119 

229 

99 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



137117 

ARABL1-041-Q1-E1-G5 

BLASTN 

g2749918 



16403 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq» No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



100 

2.0e-49 

121 

94 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137118 

ARABL1-041-Q1-E1-H7 

BLASTN 

g2281648 

351 

0. Oe+00 

351 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 

137119 

ARABLl-042-Ql-Bl-AlO 

BLASTX 

gll70089 

224 

6.0e-19 

46 

100 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi__3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 

137120 

ARABL1-042-Q1-B1-A9 

BLASTX 

g3121825 

245 

7.0e-21 

93 

56 

2-CYS PEROXIREDOXIN BASl PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi__14 9824 7_emb_CAA 6391 0_ (X94219) 
basl protein [Spinacia oleracea] 

137121 

ARABLl-042-Ql-Bl-BlO 

BLASTX 

g3367576 

523 

2.0e-53 

126 

75 

(AL031135) NAM / CUC2 -like protein [Arabidopsis thaliana] 
137122 

ARABLl-042-Ql-Bl-Bll 



16404 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4220638 

384 

O.Oe+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137123 

ARABL1-042-Q1-B1-C9 

BLASTX 

g2119848 

273 

2.0e-24 

66 

76 

chlorophyll a/b-binding protein type I precursor LhblBl - 
Arabidopsis thaliana >gi_16366_emb_CAA4578 9_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 

[Arabidopsis thaliana] >gi_3128229 {AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] 

137124 

ARABL1-042-Q1-B1-E12 

BLASTX 

g4583542 

477 

4.0e-48 

126 
83 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

137125 

ARABL1-042-Q1-B1-E3 

BLASTN 

g2673901 

142 

2.0e-74 

142 

100 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137126 

ARABL1-042-Q1-B1-G4 

BLASTX 

g3242075 

144 

3.0e-09 

31 
90 

{Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 



16405 



# 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137127 

ARABLl-042-Ql-El-Cll 

BLASTN 

g2959729 

62 

2.0e-26 

160 

100 

Arabidopsis thaliana itiRNA for GATA transcription factor 
137128 

ARABL1-042-Q1-E1-D6 

BLASTN 

g4220640 

158 

8.0e-84 

210 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



137129 

ARABL1-042-Q1-E1-E2 

BLASTX 

gll5767 

330 

6.0e-31 

63 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

137130 

ARABL1-042-Q1-E1-E3 

BLASTN 

g2673901 

142 

2.0e-74 

142 

100 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137131 

ARABL1-042-Q1-E1-F6 

BLASTN 

g297877 

200 

l.Oe-109 
221 



16406 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

A.thaliana UBCIO itiRNA for ubiquitin conjugating enzyme 
homolog >gi_349212_gb_L00640_ATHUBCC Arabidopsis thaliana 
ubiquitin conjugating enzyme itiRNA, complete cds 

137132 

ARABL1-042-Q1-E1-G2 

BLASTN 

g499161 

58 

2.0e-24 

141 

84 

A.thaliana mRNA Athb-6 
137133 

ARABL1-042-Q1-E1-H12 

BLASTN 

g3449327 

296 

l.Oe-166 

296 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 


137134 




Seq. ID 


ARABLl-043- 


-Q1-B1-A6 


Method 


BLASTX 




NCBI GI 


g2828293 




BLAST score 


226 




E value 


2.0e-48 




Match length 


95 




% identity 


94 




NCBI Description 


(AL021687) 


putative protein [Arabidopsis 


Seq. No. 


137135 




Seq. ID 


ARABLl-043- 


-Q1-B1-A8 


Method 


BLASTN 




NCBI GI 


gl6300 




BLAST score 


34 




E value 


7,0e-10 




Match length 


169 




% identity 


95 




NCBI Description 


A.thaliana 


mRNA for glycine rich protein 




>gi 166836 


gb L00648 ATHRBPA Arabidopsis 




RNA-binding protein mRNA, complete cds 


Seq. No. 


137136 




Seq. ID 


ARABLl-043- 


-Ql-Bl-BlO 


Method 


BLASTX 




NCBI GI 


g2894601 




BLAST score 


336 




E value 


8.0e-32 




Match length 


79 




% identity 


76 




NCBI Description 


(AL021889) 


putative protein [Arabidopsis 



16407 




kj c • Vt\J * 
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Sea ID 


ARABL1-043-Q1-B1-B8 


Method 


BLASTX 


NCBI GI 


g3128177 
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ARART.1 -04*^-01 -Rl -P? 


Method 


BLASTX 


NCBI GI 


g4522006 






E v3.1iie 


^ . Uc O D 


iYid,T,cii xenyx.n 


77 


^ xuciiuxLy 
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O C • LM \ J » 


1 ^71 ?Q 

X J / X J ,3 




ARART.1 -n4'^-01 -Rl -P? 




RT A'^TKT 


NCBI GI 


g3169169 


BLAST score 


355 


E value 


u . ue+uu 


Maucn lengtri 


•3 C Q 
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xUU 


iNUJtJX uesci:ipt.ion 


Arabidopsis t ha liana chroiuosome II BAG F21P24 genoiuic 




sequence, complete sequence [Arabidopsis thaliana] 


C! d /-T 'i\\r\ 

oeq. iMo » 


XO / X ^ u 




ARART.I -Dd'^-OI — Rl -CA 


IMC L.11U(J 


RT,A<^TN 


NCBI GI 


g4589439 


BLAST score 


96 


E value 


Q n&— 47 




X D ^ 


-6 laenTiiuy 


1 nn 

XUU 


INL^DX JJCoCX Xpt-lOIi 






iYiVj^riX , coinpxete sequence 


o tS LJ^ • IMU • 


1 ^71 41 

X J / X 4 X 


<^prf in 

c ^4 • J. u 


ARART.I -04^-01 -Rl -PS 


Method 


BLASTX 


NCBI GI 


g2795809 


oLiiioj. score 


R4 9 


E value 


X . Ue— 03 


Match length 






7Q 


NCBI Description 


(AC003674) putative expansin [Arabidopsis thaliana] 


Seq. No. 


137142 


Seq. ID 


ARABLl-043-Ql-Bl-ElO 


Method 


BLASTX 


NCBI GI 


g4038352 



16408 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

l.Oe-32 

124 

54 

(AF098951) breast cancer resistance protein [Homo sapiens] 
137143 

ARABL1-043-Q1-B1-E9 

BLASTX 

g3287693 

670 

l.Oe-70 

125 

100 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 


137144 


Seq. ID 


ARABL1-043-Q1-B1-G12 


Method 


BLASTN 


NCBI GI 


g4325340 


BLAST score 


223 


E value 


l,0e-122 


Match length 


338 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAG TlJl 


Seq. No. 


137145 


Seq. ID 


ARABL1-043-Q1-B1-G4 


Method 


BLASTN 


NCBI GI 


g3985952 


BLAST score 


249 


E value 


l.Oe-138 


Match length 


286 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MRC8, complete sequence [Arabidop 


Seq. No. 


137146 



chromosome 3, PI clone: 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ARABL1-043-Q1-E1-A6 

BLASTN 

g2828278 

138 

9.0e-72 

254 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

137147 

ARABL1-043-Q1-E1-A8 

BLASTN 

gl66656 

129 

l.Oe-66 
184 



BAG clone T18B16 



16409 



% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



94 

Arabidopsis thaliana Ccr2 mRNA, partial ORF 
137148 

ARABL1-043-Q1-E1-B2 

BLASTN 

g3702728 

166 

2.0e-88 

299 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K19M13, complete sequence [Arabidopsis thaliana] 



clone 



137149 

ARABL1-043-Q1-E1-B7 

BLASTX 

g2507587 

235 

l.Oe-19 

41 

100 

METALLOTHIONEIN-LIKE PROTEIN 2A {MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

137150 

ARABL1-043-Q1-E1-C3 

BLASTN 

g2642427 

109 

2.0e-54 

216 

99 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137151 

ARABL1-043-Q1-E1-C6 

BLASTN 

g3169169 

96 

6,0e-47 

152 

91 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137152 

ARABL1-043-Q1-E1-D3 

BLASTN 

g2832358 

52 

9.0e-21 
108 



16410 



% identity 87 

NCBI Description Arabidopsis thaliana mRNA for HMG betal protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137153 

ARABL1-044-Q1-B1-A6 

BLASTN 

g3445196 

44 

2.0e-15 

191 

82 

Arabidopsis thaliana chromosome II BAG T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


1 "3 T 1 J^A 

Lo / lo4 


beq. ID 




Method 


rS Liiib 1 A 


NCBI GI 


gll5783 


BLAST score 


512 


E value 


3 , ue-oZ 


Match length 




% identity 


lUU 


iNOrsi uescripLion 






(CAB— 14 U J (LnCr) >gi 10j/0 emO L.AiiZ/04o 




chlorophyll a/b Dinamg protein (LhLCF AB 




thaliana] 


Seq. No. 


137155 


Seq. ID 


ARABL1-044-Q1-B1-B4 


Method 


BLASTN 


NCBI GI 


g4ooy41b 


BLAST score 


119 


E value 


z . ue-DU 


Match length 


179 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromo 




K14A3^ complete sequence 


Seq. No. 


137156 


Seq. ID 


ARABLl-044-Ql-Bl-Cll 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


219 


E value 


8.0e-18 


Match length 


73 


% identity 


56 


NCBI Description 


{Y15367) MtN19 [Medicago truncatula] 


Seq. No. 


137157 


Seq. ID 


ARABL1-044-Q1-B1-C2 


Method 


BLASTN 


NCBI GI 


g3005688 


BLAST score 


215 


E value 


l.Oe-117 


Match length 


362 


% identity 


100 


NCBI Description 


Arabidopsis thaliana AT4 mRNA sequence 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsi 



TAG clone 



16411 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137158 

ARABL1-044-Q1-B1-C8 

BLASTN 

g2760164 

398 

0. Oe+00 

398 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18P6, complete sequence [Arabidopsis thaliana] 

137159 

ARABL1-044-Q1-B1-D8 

BLASTN 

g4455229 

252 

l.Oe-139 

380 
100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F13M23 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137160 

ARABL1-044-Q1-B1-D9 

BLASTX 

g4468999 

108 

8.0e-05 

97 

20 

(Z97342) unnamed protein product [Arabidopsis thaliana] 
137161 

ARABL1-044-Q1-B1-G2 

BLASTX 

g2828292 

492 

8.0e-50 

92 

100 

{AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



137162 

ARABL1-04 4-Q1-B1-G8 

BLASTX 

g4544374 

201 

6.0e-16 

54 

74 

(AC006920) unlcnown protein [Arabidopsis thaliana] 
137163 

ARABL1-044-Q1-B1-H5 
BLASTX 
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NCBI GI 


a4583542 


BLAST score 


495 


E value 


4.0e-50 




X *J u 




0 o 




^XXOOrt/j XO rLUci pUXypcp L -LClC UX Uiiyy^:;!! tirVUXvXXiy OUXIl^XcA 




r 7\ a V> T ^-4 /^T^ on c "HVial n anal 
{,rix dJJXLltjpoXo LXiclXXclllcl J 


O C . IN O . 


XO / Xufl 


Spa TD 






BLASTX 


NCBI GI 


a2281631 


BLAST score 


591 


E value 


2.0e-61 




110 




1 on 




^ Zi irnn "^fl Q f> ^ ZiP9 H/^-ma-irt r^r^n-l- a n n n -nrr -riT*/^-!- o n n PZiP9 
^riruuou^Dj riir^ uoxiiaXii com-a.nnrxy piQUtiiri r\riirz . O 




rATr3lr>i doD'^ii th;^! i anal 


O fc; ^ . In U « 


X O / X oo 


^pa in 

l_? C a J. U 


ARARLI -044-01 -F1 -A1 9 




OXiX-lO 1 A, 


LN V.^ O J. OX 


yOsjo^oi X 


BLAST score 


220 


E value 


5.0e-18 




0 D 


^ iQ.enuxty 




in\^dx uescripLion 


(AC005496) putative flavonol 3— o— glucosyltransf erase 




|_ri.x dU-LLivj^oXo L.iicixxctllcl J 


o e q , IN o . 


XJ / X D D 




ARART.l -044-01 — F1 -OR 






NCBI GI 


g3763923 


BLAST score 


233 


E value 


X . ue X ^ 




OU 


^ iticiit.it.y 




iMV_^OX L/C o Oi. Xp> U J- Uii 


Vrii.^U U ^ fi OU ; XiypO CXieUXCciX pxOtexn [/ixaJJXU.OpSXS unaXXa.na.J 


O c Cj_ . IN (J . 


1 "^71 f^l 
XO / X D / 


c^prr ID 


APART. 1 —044-01 — F1 -HP 

rUxriljXiX U 4 1 ^X XjX 1>'0 


Mf^l" lr\ oH 


RT.A9TN 


IN \^ ij X O X 


y D / ozoo 


BLAST score 


245 


E value 


l.Oe-135 


Match length 


oo y 


^ xueni.iTiy 


xuu 


NCBI Description 


Arabidopsis thaliana DNA chromosoirie 4, BAG clone F6I7 




^iIjook project.; 


oeq« wo. 


XO / loo 


Seq. ID 


ARABLl-044-Ql-El-ElO 


Method 


BLASTN 


NCBI GI 


g2760316 


BLAST score 


85 


E value 


3.0e-40 



16413 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
93 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

137169 

ARABLl-044-Ql-El-Ell 

BLASTN 

gl708776 

335 

O.Oe+00 

355 

99 

A. thaliana mRNA for potassium channel 
137170 

ARABL1-044-Q1-E1-E2 

BLASTN 

g2760167 

193 

l,0e-105 

193 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MC015/ complete sequence [Arabidopsis thaliana] 



Seq. No. 


137171 




Seq. ID 


ARABL1-044-Q1-E1-E6 




Method 


BLASTN 




NCBI GI 


g2780191 




BLAST score 


167 




E value 


3.0e-89 




Match length 


207 




% identity 


95 




NCBI Description 


Arabidopsis thaliana 


nap gene 


Seq. No. 


137172 




Seq. ID 


ARABL1-044-Q1-E1-F2 




Method 


BLASTN 




NCBI GI 


g4559344 




BLAST score 


178 




E value 


8.0e-96 




Match length 


182 




% identity 


99 




NCBI Description 


Arabidopsis thaliana 


chromosoi 




sequence, complete sequence 


Seq. No. 


137173 




Seq. ID 


ARABL1-044-Q1-E1-G8 




Method 


BLASTX 




NCBI GI 


g4544374 




BLAST score 


247 




E value 


l,0e-21 




Match length 


49 




% identity 


92 





NCBI Description (AC006920) unknown protein [Arabidopsis thaliana] 



16414 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137174 

ARABL1-045-Q1-B1-A8 

BLASTX 

g4586256 

552 

8.0e-57 

127 

86 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

137175 

7^RABLl-045-Ql-Bl-Bl 

BLASTX 

gl769905 

437 

2.0e-43 

123 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

137176 

ARABLl-045-Ql-Bl-BlO ' 

BLASTN 

g2760316 

380 

O.Oe+00 

384 

100 

The sequence of BAG F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

137177 

ARABL1-045-Q1-B1-B6 

BLASTX 

g2119846 

637 

8.0e-67 

122 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi__16364_emb_CAA4 57 90_ {X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

137178 

ARABL1-045-Q1-B1-C5 

BLASTN 

g3098611 

306 

l.Oe-172 

360 

97 



16415 



NCBI Description 



Arabidopsis thaliana senescence associated gene (SAG20) 
mRNA, partial cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137179 

ARABL1-045-Q1-B1-C6 

BLASTN 

g3098611 

113 

7.0e-57 

197 

91 

Arabidopsis thaliana senescence associated gene (SAG20) 
luRNA, partial cds 



137180 

ARABLl-045-Ql-Bl-Dl 

BLASTX 

g3766248 

440 

l.Oe-43 

102 

81 

(Y18227) blue copper binding-like protein 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137181 

ARABL1-045-Q1-B1-D3 

BLASTN 

g3766106 

25 

2.0e-04 

181 

69 

Arabidopsis thaliana chromosome 1 BAC F9K20 
complete sequence [Arabidopsis thaliana] 



sequence, 



137182 

ARABLl-045-Ql-Bl- 

BLASTN 

g397481 

26 

6.0e-05 

275 

95 

A. thaliana hsc70 



D9 



mRNA for heat shock cognate protein 



137183 

ARABLl-045-Ql-Bl-Ell 

BLASTX 

gl890352 

678 

l.Oe-71 

126 

60 

{X91398) transcription factor L2 



[Arabidopsis thaliana] 



Seq. No. 



137184 



16416 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ARABL1-045-Q1-B1-E7 

BLASTX 

g4490323 

536 

6.0e-55 

132 

83 

(AJ131464) nitrate transporter [Arabidopsis thaliana] 
137185 

ARABL1-045-Q1-B1-E8 

BLASTX 

g4585977 

379 

l.Oe-36 

82 
78 

(AC005287) Unknown protein [Arabidopsis thaliana] 
137186 

ARABL1-045-Q1-B1-G3 

BLASTX 

g4455318 

290 

3.0e-26 

117 

50 

(AL035528) glycine hydroxymethyltransf erase-like protein 
[Arabidopsis thaliana] 

137187 

ARABL1-045-Q1-B1-H12 

BLASTX 

g4688596 

4 63 

2.0e-46 

104 

86 

(AJ005682) inositol 1, 4, 5-trisphosphate 5-phosphatase 
[Arabidopsis thaliana] 

137188 

ARABL1-045-Q1-E1-A5 

BLASTN 

g4220510 

216 

l.Oe-118 

240 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137189 

ARABL1-045-Q1-E1-B9 

BLASTN 

g4519183 

117 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-59 

121 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K15C23, complete sequence 



C /X \T/->L 

oeq, INO. 




oeg. iJJ 




lYie tnoQ 






gZ D4 i7X4 


bL/ioi score 


Z / Z 


E value 


0 . z^ 


L^Ld. T_.cn. xsriycn 


X u 0 


■6 luent-iTiy 




NCBI Description 


{Z99708) hypothetical protein [Arabidopsis 


beq. NO. 


lo / xyx 


Seq. ID 


AKADiiX-U4 D-yx-bi— Biz 


Method 


BLASTN 


NCBI GI 


goD4 xooo 


BLAST score 


173 


E value 


7 , Oe-93 


Ma ten length 


1/0 


^ luenini-y 


P 1 

0 X 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4^ BAG 




(ESSAII project) 


Seq. No, 


137192 


Seq. ID 


ARABL1-046-Q1-B1-C12 


Method 


BLASTX 


NCBI GI 


gl25576 


BLAST score 


394 


E value 


2.0e-38 


Match length 


100 


% identity 


81 



clone T4L20 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2,7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ {X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

137193 

ARABL1-04 6-Q1-B1-C8 

BLASTX 

g4091810 

647 

5.0e-68 

127 

98 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 

137194 

ARABL1-04 6-Q1-B1-G8 

BLASTX 

gl769905 

437 



16418 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2,0e-43 

123 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

137195 

ARABLl-046-Ql-Bl-Hl 

BLASTX 

g4512684 

453 

3.0e-45 

99 

92 

(AC006931) unknown protein [Arabidopsis thaliana] 
>gi_4559324__gb_AAD22986.1_AC007087__5 {AC007087) unknown 
protein [Arabidopsis thaliana] 

137196 

ARABL1-046-Q1-B1-H5 

BLASTN 

g4056476 

68 

2.0e-30 

108 

91 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137197 

ARABLl-046-Ql-El-Dll 

BLASTN 

g2924733 

272 

l.,0e-151 

308 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

137198 

ARABL1-046-Q1-E1-H9 

BLASTX 

gll5385 

233 

l.Oe-19 

44 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

137199 

ARABLl-047-Ql-Bl-Al 

BLASTX 

g2738248 

297 



16419 



E value 
.Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-27 

78 

79 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

137200 

ARABL1-047-Q1-B1-A12 

BLASTN 

g4263753 

257 

l.Oe-143 

261 

100 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

137201 

ARABL1-047-Q1-B1-A5 

BLASTN 

g4757414 

40 

2.0e-13 

44 

62 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 

137202 

ARABL1-047-Q1-B1-A6 

BLASTX 

g2119848 

249 

9.0e-22 

47 

100 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366__emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 {AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi__3337372 {AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

137203 

ARABL1-047-Q1-B1-A8 

BLASTX 

g2119848 

259 

6.0e-23 

49 

100 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 



16420 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

137204 

ARABLl-047-Ql-Bl-Bl 

BLASTX 

gl32090 

322 

3.0e-30 

62 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137205 

ARABLl-047-Ql-Bl-Bll 

BLASTN 

g4689466 

55 

7.0e-23 

80 

100 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

137206 

ARABL1-047-Q1-B1-B12 

BLASTN 

g3075383 

137 

3.0e-71 

246 

100 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137207 

ARABL1-04 7-Q1-B1-B4 

BLASTX 

g3914917 

204 

2.0e-16 

39 
100 

4 OS RIBOSOMAL PROTEIN S3A 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137208 

ARABL1-047-Q1-B1-B7 

BLASTX 

g4586256 

268 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-24 

73 

75 

(AL04964 0) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

137209 

ARABL1-047-Q1-B1-B9 

BLASTX 

gl086263 

234 

7.0e-20 

84 

58 

TMV resistance protein N - tobacco {Nicotiana glutinosa) 
>gi_558887 {U15605) N [Nicotiana glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137210 

ARABLl-047-Ql-Bl-Cll 

BLASTN 

g4589427 

261 

l.Oe-145 

261 

100 

Arabidopsis thaliana genomic DNA, 
MFG13, complete sequence 



chromosome 5, PI clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137211 

ARABL1-047-Q1-B1-C12 

BLASTN 

g2924655 

214 

l.Oe-117 

263 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKDIO, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137212 

ARABL1-047-Q1-B1-C2 

BLASTX 

g3355468 

222 

l.Oe-18 

64 

77 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



137213 

ARABL1-047-Q1-B1-D2 

BLASTN 

g4741959 

172 

4.0e-92 

202 



16422 
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oeq. NO. 


1 J / Z 141 




firSiiDlil / yi 151 UO 




RT.A9TN 






BLAST score 


97 


E value 


2.0e-47 






^ iQeiiuj-Tzy 




NCBI Description 


AraDictopsis unaiiana genoinic jJiMii, cnroinosoiae O/ ri cione. 




ixiivjZft/ coitipieue sequence |_iira.jjiaupsis L.rid.iia.nd.j 


oeq. JNO . 


lo / ^ 10 


oeq. ijj 


iir\HJ5lil Uf± / ^i(/l £51 Ejl 






INL-Dl 


rrl 1 R7 ^^7 
gi 10 / D / 




*± U 


Hi VciXU.C 


O * fi u 


L'id Xfciliy ull 


7Q 


■5 iaenLiT,y 


100 
lU u 


iNL-oi jjescnption 


U-nliUKUirrillili t\ r> JDllNUliMo- irKUlrijlLN Ur lin^ll llrJtlj 1 irJ;\i:ijk^UrN.ourN. 




{CAB-165/180) (LHCP) >gi_81603__pir ^A29280 chlorophyll 




a/b-binding protein abl65 - Arabidopsis thaliana 




->gi looDo eiiLD Ufi/iz/o^u iAU oi^u / ; cnioropnyii sl/d oinaing 




proTzem tiiriur Ad do; L-f^^^J^iciopsis rnaiianaj 




>gi iDo/z eiTiD UAAz/041 [AUoyuo; cnioropnyii a/D Dinamg 






oeq. JMo. 


lo / ZlD 


oeq. lu 


TiPZiPT 1 —047- m —Pi — T?'^ 
/VtvrtxSljl U4l /— yi— Jbl rUo 


iYiex.noa 


PT ZiQT^V 
IDliiiO i A 


NCBI GI 


g3063472 


BLAST score 


307 


E value 


z . ue— zo 


Match length. 


oy 


% identity 


inn 
lU U 




^riwUUO!301) rZZUU.Ofi |_riralJlClCjpib 1 o tllcillcllla, J 


oeq. rJO. 


1 "57 01 7 
lo / Z± / 


O c:q . X U 


aPaPT 1 —047—01 —Pi — F4 
i-i-cVrtJjXiX U4 / ^X IjX Hjri 




PT aQTV 


IN 151 ol 


yfi z 1 o z o 


rsiiiioi score 


Z Dl 


E value 


4.0e-23 


Match length 


73 


% identity 


D / 


jnudi uescripnon 


cnioropnyii a/o— Dinciing prouem urz^ /irauiaopsis tnaiiana 




>gi zyoUoD eiruo caaou/iz tA/io/oj urzy [AraDiaopsis 




L.llCtXXCl.iiCl J 


Seq. No. 


137218 


Seq. ID 


ARABL1-047-Q1-B1-E6 


Method 


BLASTN 


NCBI GI 


g259446 



16423 



BLAST score 


• 

204 


E value 


l.Oe-111 


Match length 


208 


% identity 


72 


NCBI Description 


glycine-rich protein 
C24, mRNA, 680 nt] 




{clone atGRP-3} [Arabidopsis thaliana. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137219 

ARABL1-047-Q1-B1-E9 

BLASTX 

g2129672 

202 

4.0e-16 

61 

69 

photosysteia II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb__CAA622 96_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137220 

ARABLl-047-Ql-Bl-Fll 

BLASTN 

g4584841 

170 

7.0e-91 

259 

100 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



137221 

ARABL1-047-Q1-B1-F2 

BLASTN 

g2618601 

240 

l.Oe-132 

240 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



137222 

ARABL1-047-Q1-B1-F6 

BLASTX 

g2338712 

268 

6.0e-24 

50 
100 

{AF013959) metallothionein-like protein [Arabidopsis 
thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



137223 

ARABLl-047-Ql-Bl-Gl 

BLASTX 

g729479 



16424 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



243 

5.0e-21 

71 

66 

FERREDOXIN—NADP REDUCTASE PRECURSOR (FNR) >gi_551131 
(U14956) ferredoxin NADP-I- reductase precursor [Vicia faba] 

137224 

ARABLl-047-Ql-Bl-GlO 

BLASTX 

gl6374 

447 

7.0e-45 

86 
100 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

137225 

ARABLl-047-Ql-Bl-Gll 

BLASTX 

gl32939 

338 

4.0e-32 

73 

88 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


137226 


Seq. ID 


ARABL1-047-Q1-B1-G12 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


237 


E value 


3.0e-20 


Match length 


86 


% identity 


60 


NCBI Description 


(AC004481) hypothetical protein 


Seq. No. 


137227 


Seq. ID 


ARABL1-047-Q1-B1-G2 


Method 


BLASTN 


NCBI GI 


g3763915 


BLAST score 


52 


E value 


2,Qe-20 


Match length 


76 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar< 


Seq. No. 


137228 


Seq. ID 


ARABL1-047-Q1-B1-G3 


Method 


BLASTX 


NCBI GI 


gl399349 


BLAST score 


205 


E value 


l.Oe-16 



16425 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
75 

(U43412) 3'-phosphoadenosine 5' 
[Arabidopsis thaliana] 



137229 

ARABL1-047-Q1-B1-G4 

BLASTN 

gl399348 

112 

2.0e-56 

136 

96 

Arabidopsis thaliana 



-phosphosulf ate reductase 



3 ' -phosphoadenosine 5 ' -phosphosulf ate 



reductase laRNA, complete cds 
137230 

ARABL1-047-Q1-B1-G6 

BLASTX 

g549010 

370 

5.0e-36 

75 

100 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERFl) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUPl HOMOLOG) 

>gi_322554__pir S31328 omnipotent suppressor protein SUPl 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_erab_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUPl (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_149524 9_emb_CAA66118_ {X97486) eRFl-3 
[Arabidopsis thaliana] 



137231 

ARABL1-047-Q1-B1-G7 

BLASTX 

gll5783 

258 

8.0e-23 

52 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB- 140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
{X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137232 

ARABLl-047-Ql-Bl-Hll 

BLASTX 

g541858 

459 

3.0e-46 

85 

100 

endoxyloglucan transferase - Arabidopsis thaliana 



16426 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaiiana] >gi__4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaiiana] 

137233 

ARABL1-047-Q1-B1-H2 

BLASTN 

g4757414 

242 

l.Oe-134 

242 

100 

Arabidopsis thaiiana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

137234 

ARABL1-047-Q1-B1-H4 

BLASTN 

g2696018 

134 

2.0e-69 

243 

98 

Arabidopsis thaiiana genomic DNA, chromosome 5^ PI clone: 
MXC9, complete sequence [Arabidopsis thaiiana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137235 

ARABL1-047-Q1-B1-H6 

BLASTX 

g2160158 

254 

2.0e-22 

50 

100 

{AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T2G564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaiiana] 

137236 

ARABL1-047-Q1-B1-H8 

BLASTX 

g4585882 

165 

7.0e-12 

34 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaiiana] 

137237 

ARABL1-047-Q1-E1-A12 

BLASTN 

g4063735 

104 

2.0e-51 

211 
76 



16427 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana BAC F18G18 from chromosome V near 60. 
cM, complete sequence [Arabidopsis thaliana] 

137238 

ARABLl-047-Ql-El-Bll 

BLASTN 

g4689466 

25 

6.0e-05 

80 
100 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence^ complete sequence 

137239 

ARABL1-047-Q1-E1-C7 

BLASTN 

g2760166 

262 

l.Oe-146 

262 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137240 

ARABL1-047-Q1-E1-G6 

BLASTX 

g322525 

370 

4.0e-36 

75 

100 

omnipotent suppressor protein SUPl homolog {clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA4 9171_ 
(X69374) similar to yeast omnipotent suppressor protein 
SUPl {SUP45); ORF [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137241 

ARABL1-047-Q1-E1-H2 

BLASTN 

g4757414 

246 

l.Oe-136 

280 

96 

Arabidopsis thaliana genomic 
MYF24, complete sequence 



DNA, chromosome 3, Pi clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137242 

ARABL1-047-Q1-E1-H4 

BLASTN 

g2696018 

242 

l,0e-134 

327 

100 



16428 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137243 

ARABL1-05-Q1-B1-A3 

BLASTN 

g2749918 

119 

9.0e-61 

140 

95 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137244 

ARABL1-05-Q1-B1-A4 

BLASTN 

g3335331 

132 

2.0e-68 

153 

94 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137245 

ARABL1-05-Q1-B1-B2 

BLASTX 

g586079 

516 

8.0e-53 

103 

100 

TUBULIN GAMMA-1 CHAIN >gi_4 6008 9 
[Arabidopsis thaliana] 



(U02069) gl-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137246 

ARABL1-05-Q1-B1-B3 

BLASTN 

g3193282 

118 

7.0e-60 

225 

86 

Arabidopsis thaliana BAC T14P8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137247 

ARABL1-05-Q1-B1-C12 

BLASTX 

g4335724 

527 

4.0e-54 

93 

100 

(AC006248) 
thaliana] 



putative RING-H2 finger protein [Arabidopsis 



16429 



oeg. JNo. 


1 '57 0 /I Q 




fiJArlDXiX UO DX 




oxiriO X vi 




rr^ft7 ^1 74 
yoo / JX/*a 


BLAST score 


381 


E value 


O.Oe+00 








1 nn 

X u u 


iNUDX uescj. ipLion 


oenoiuxc sequence xor AraDxaopsxs maxxana nfLK^ rx^jNzo/ 




compxeue sequence i^HraDxciopsxs cnaxxanaj 


O /~i XT 

beq. iNo* 




oeq. xu 


iil^iiJ3XlX yX JdX U / 






NCBI GI 


g4741952 


BLAST score 


265 


Hi va.J-Ue 


y . ue— Z4 




ou 


% identity 


inn 
XUU 




^rirxo^xzoy jjncJLJO protexn [iixaoxoopsis unaxxanaj 


beq. JNio . 


1 "3 T o c; n 
Xo /zoU 


oeq, lu 


AKiiDXi X - U 0 -y X — Jd X -iliO 


i^ie L.noci 


I3ij>ib 1 A 


TJr'RX PX 
LMUDX LrX 


gzz / Dz X / 


BLAST score 


379 


E value 


3.0e-41 


Match length 


1 1 o 

xxz 


% identity 


oZ 


NCBI Description 


(Acuuzjo/; cnxoropxast protexn Crxz xsoxog [AraDxaopsis 




tnaxxana j 


beq. No. 


io /zol 


beq. lU 


akadLX— uo-yx— bx— by 


riennoa 


■DT 21 CTV 




goUZXZbo 


oXirao i score 




E value 


y . ue Zo 


Match length 


95 


% identity 


60 


iNursx jjescrxpuion 


(AL022347) serine/threonine kinase — like protein 




LAraDxaopsis rnaxianaj >gx Jzyzo4U ertiD CAAxyojU (AXiUoxt 




serine/threonine kinase - like protein [Arabidopsis 




thaliana] 


beq. wo. 


T "3 T O C O 

Xo /ZOZ 


beq. ID 


AKAbLX-UO— yX-BX— r XU 




DXiH,b 1 A 


NCBI GI 


g602076 


BLAST score 


500 


E value 


o . ue— OX 




X U X 


% identity 


23 


NCBI Description 


{X77456) pentameric polyubiquitin [Nicotiana tabacum] 


Seq. No. 


137253 


Seq. ID 


ARABL1-05-Q1-B1-F4 



16430 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



BLASTN 
g4538895 
'176 
2.0e-94 
334 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

137254 

ARABL1-05-Q1-B1-F6 

BLASTN 

g4741184 

304 

l.Oe-171 

304 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 

137255 

ARABL1-05-Q1-B1-F8 

BLASTN 

g2618602 

289 

l.Oe-162 

329 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 



F17A8 



T23J7 



PI clone 



137256 

ARABL1-05-Q1-B1-H9 

BLASTN 

g3327922 

195 

1.0e-106 

195 

72 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137257 

AEIABL1-06-Q1-B1-A6 

BLASTX 

g2827714 

258 

2.0e-22 

112 

4 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

137258 

ARABL1-06-Q1-B1-C3 

BLASTX 

gll73245 



16431 



BLAST score 


273 


E value 


2.0e-24 


Match length 


69 


% identity 


74 


NCBI Description 


4 OS RIBOSOMAL 



PROTEIN RPIO >gi_2130267_pir S62431 

hypothetical protein SPAC13G6.02c - fission yeast 
(Schizosaccharomyces pombe) >gi_1008 987_emb__CAA91095_ 
{Z54308) 40S ribosomal protein subunit [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137259 

ARABLl-06-Ql-Bl-El 

BLASTN 

g4581161 

129 

2.0e-66 

319 

100 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

137260 

ARABL1-06-Q1-B1-F3 

BLASTX 

gl345594 

409 

4.0e-40 

85 

98 

14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 (U36447) GF14 
Kappa isoform [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137261 

ARABL1-06-Q1-B1-F6 

BLASTN 

gl6300 

169 

2.0e-90 

227 
97 

A. thaliana mRNA for glycine rich protein 
>gi_166836_gb_L00648_ATHRBPA Arabidopsis thaliana 
RNA-binding protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



137262 

ARABL1-06-Q1-B1-G2 

BLASTN 

g2828180 

361 

O.Oe+00 

364 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDK4, complete sequence [Arabidopsis thaliana] 

137263 

ARABL1-06-Q1-B1-G3 



PI clone: 



16432 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586256 

422 

8.0e-42 

102 

82 

(AL049640) 



probable photosystem I chain XI precursor 



[Arabidopsis thaliana] 
137264 

ARABL1-06-Q1-B1-G7 

BLASTN 

g2696018 

191 

l.Oe-103 

191 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



137265 

ARABL1-07-Q1-B1-A2 

BLASTN 

gl6375 

67 

2.0e-29 

143 

97 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 

137266 

ARABLl-07-Ql-Bl-Gll 

BLASTN 

g2853071 

132 

4.0e-68 

295 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24J7 
(ESSA project) 

137267 

ARABL1-07-Q1-B1-G3 

BLASTX 

gl31398 

434 

4.0e-43 

105 

85 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb__Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 



16433 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene* [Arabidopsis 

137268 

ARABL1-08-Q1-B1-A6 

BLASTX 

g3287696 

420 

l.Oe-41 

90 

92 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

137269 

ARABL1-08-Q1-B1-C2 

BLASTN 

g4584841 

130 

6.0e-67 

291 
39 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

137270 

ARABL1-08-Q1-B1-C9 

BLASTN 

g2738247 

100 

2.0e-49 

144 

92 

Arabidopsis thaliana cobalamin- independent methionine 
synthase (ATCIMS) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137271 

ARABL1-08-Q1-B1-D6 

BLASTN 

g4589410 

128 

5.0e-66 

164 

93 

Arabidopsis thaliana genomic DNA, 
F2015, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137272 

ARABL1-08-Q1-B1-D9 

BLASTN 

g4567300 

138 

5.0e-72 

159 

96 



16434 



NCBI Description Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137273 

ARABL1-08-Q1-B1-E5 

BLASTX 

g3128205 

345 

l.Oe-32 

87 

83 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 



137274 
ARABL1-08-Q1 
BLASTX 
g2119848 
94 

8.0e-21 

53 

79 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-B1-F2 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4578 9_ {X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



Seq. No. 
Seq. ID 



137275 

ARABL1-08-Q1-B1-F9 

BLASTX 

g2338712 

262 

7,0e-23 

69 

74 

{AF013959) metallothionein-like protein [Arabidopsis 
thaliana] 

137276 

ARABL1-08-Q1-B1-G8 

BLASTX 

g464621 

196 

2.0e-15 

47 

79 

60S RIBOSOMAL PROTEIN L6 {YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539__emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

137277 

ARABLl-08-Ql-Bl-HlO 



16435 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2583106 

94 

l.Oe-45 

189 

61 

Arabidopsis thaliana chromosome II BAG F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137278 

ARABL1-16-Q1-B1-E12 

BLASTX 

gl6374 

355 

7.0e-34 

68 

100 

{X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137279 

ARABL1-16-Q1-B1-E9 

BLASTX 

gl943945 

159 

6.0e-ll 

42 

69 

(U85780) Spinacia oleracea Spinach choline monooxygenase 
TRANSLATE of cmolll7.gcg from: 57 to: 137 6 [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137280 

ARABL1-16-Q1-B1-F12 

BLASTN 

gll802 

189 

l.Oe-102 

341 

90 

Tobacco chloropast DNA homologous to ribosomal protein S12 
gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



137281 

ARABL1-16-Q1-B1-G9 

BLASTN 

g2351061 

53 

6.0e-21 

334 

63 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 

137282 

ARABL1-17-Q1-B1-A12 
BLASTN 



PI clone: 



16436 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454585 
187 

l.Oe-101 

350 

100 

Arabidopsis thaliana BAG T13D4 from chromosome IV near 21.5 
cM, complete sequence 

137283 

ARABLl-17-Ql-Bl-ElO 

BLASTN 

g3176695 

238 

l,0e-131 

281 
100 

Arabidopsis thaliana chromosome I BAG F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 


137284 


Seq. ID 


ARABLl-18-Ql-Bl-Dll 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


23 


E value 


4.0e-03 


Match length 


257 


% identity 


91 


NCBI Description 


Arabidopsis thaliana BAG IG005I10 


Seq. No. 


137285 


Seq. ID 


ARABL1-18-Q1-B1-G3 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


197 


E value 


2,0e-15 


Match length 


92 


% identity 


64 


NCBI Description 


chlorophyll a/b-binding protein GP2 



>gi_2 9 8 0 3 6_emb_CAA5 0 7 1 2_ 
thaliana] 



Arabidopsis thaliana 
{X71878) CP29 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



137286 

ARABL1-18-Q1-B1-H12 

BLASTX 

g2894574 

502 

4.0e-51 

95 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi__2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

137287 

ARABLI-04-Q1-B1-D12 
BLASTN 



16437 



NCBI GI 


g2435510 


BLAST score 


208 


III Vd-LUc 




1X13, ten xsnguu 




% identity 


1 nn 
xuu 


iMUiii uescriprxon 


/iraDXQopsxs unaxxana jdhu iiyjux/rt.uo 


beq. NO. 


Xo / Zoo 










NCBI GI 


g2809232 


BLAST score 


530 


Hj va.JLue 


9 Ho— ^4 

z • ue ofi 


ixiaT-cn xengcn 


XX 4 


% identity 


00 


NCBI Description 


^H-L-uuzoDU; r z X£5 / . X [■"•X^^^-'^xaopsxs i-naxxanaj 


Seq. No, 


1 0 T 0 Q Q 

Xo /zyy 


beq. XJJ 


2iD2iT2T T_n^— m —131 —PI 9 
AKAoLiX — UO y i dX UIZ 








rT9 "^1 7 01"^ 

gz ^x / X o 


BLAST score 


541 


E value 


2,0e-55 


lYiaxcn xengun 


1 

X U 0 


% identity 


1 piPi 
xuu 


NCBI Descrxptxon 


{U89959) cathepsxn B— Ixke cystexne proteinase [Arabxdopsxs 




thaliana] 


Seq. No. 


137290 


oeq. XJJ 


7\'D7\'DTT n^; pii mn 

iii\A£5 Xi X — U fD ~ y X — D X — JJ X U 


lYiexnoa. 


tsXiiio i A 


JNUnX LjX 


gi z fozzo t) 






E value 


4.0e-37 


Match length 


110 


% identity 


75 


NCBI Description 


(AC006200) putative ribose 5-phosphate isomerase 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137291 

ARABLI-06-Q1-B1-E9 

BLASTX 

g4587527 

287 

7.0e-26 

106 

52 

{AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



137292 

ARABLI-09-Ql-Bl-AlO 

BLASTX 

g3123327 

223 

2.0e-18 



16438 



Match length 

% identity 

NCBI Description 



63 
97 

(AJ005927) 
thaliana] 



squalene epoxidase homologue [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137293 

ARABLI-09-Ql-Bl-Bl 

BLASTN 

gl871173 

56 

l.Oe-23 

56 

100 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 



Seq. No. 


137294 


Seq. ID 


ARABLI-09-Q1-B1-D12 


Method 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


343 


E value 


2,0e-32 


Match length 


80 


% identity 


80 


NCBI Description 


(AC005170) unknown protein [Arabi 


Seq, No. 


137295 


Seq. ID 


ARABLI-09-Q1-B1-D3 


Method 


BLASTX 


NCBI GI 


gl35406 


BLAST score 


406 


E value 


7,0e-40 


Match length 


76 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi 



alpha-5 chain - Arabidopsis thaliana >gi_166912 {M1718 9) 
alpha-txibulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 


137296 


Seq. ID 


ARABLI-09-Q1-B1-D5 


Method 


BLASTN 


NCBI GI 


g457715 


BLAST score 


225 


E value 


l.Oe-123 


Match length 


333 


% identity 


99 


NCBI Description 


A. thaliana CXc750 gene 


Seq. No. 


137297 


Seq. ID 


ARABLI-09-Q1-B1-F2 


Method 


BLASTX 


NCBI GI 


g3386569 


BLAST score 


251 


E value 


l.Oe-21 


Match length 


48 


% identity 


96 



16439 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF079590) photosystem II type II chlorophyll a/b binding 
protein [Sorghum bicolor] 

137298 

ARABLI-09-Ql-Bl-Gl 

BLASTN 

g4572664 

80 

3.0e-37 

253 

97 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

137299 

ARABLI-09-Q1-B1-G4 

BLASTN 

g2894557 

91 

3.0e-44 

91 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 

137300 

ARABLI-09-Q1-B1-H2 

BLASTN 

g4454447 

218 

l.Oe-119 

322 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137301 

ARABLI-10-Q1-B1-B2 

BLASTN 

g3492855 

46 

7.0e-17 

130 

90 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

137302 

ARABLI-10-Q1-B1-C3 

BLASTX 

g4741954 

618 

l.Oe-64 

129 

91 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 



16440 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137303 

ARABLI-10-Q1-B1-C7 

BLASTX 

gll70089 

661 

l.Oe-69 

130 

100 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137304 

ARABLI-10-Ql-Bl-DlO 

BLASTX 

g4512689 

155 

2.0e-10 

82 

41 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137305 

ARABLI-10-Q1-B1-D9 

BLASTX 

gl351271 

518 

5.0e-53 

111 

87 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1-1) precursor, chloroplast - spinach >gi_8 06312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137306 

ARABLI-10-Q1-B1-E5 

BLASTX 

g4454481 

523 

2.0e-53 

122 

84 

(AC006234) unknown protein [Arabidopsis thaliana] 
>gi__4512647_gb_AAD21702.1_ {AC007048) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137307 

ARABLI-lO-Ql-Bl-Fll 

BLASTX 

gll5767 

166 

4.0e-12 



16441 



Match length 

% identity 

NCBI Description 



30 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


13 /3uo 


Seq. ID 


ARABLI-lU-Ql-Bl-r / 


Method 


BLASTN 




goi / D / u 1 


BLAST score 


173 


E value 


l.Oe-92 


Matcn length 


OCA 


% identity 


A C 

95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20K24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq* No. 


137309 


Seq. ID 


AKABLl-lU-yi-Bl-(jZ 


JXieunoa 




NCBI GI 


g4 / 41902 


BLAST score 


279 


E value 


2.0e-25 


Match length 


53 


% identity 


100 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


137310 


Seq. ID 


ARABLI-10-Q1-B1-G5 


Method 


TIT TV O mXT 

BLASTN 




— O fro Q T QQ 


BLAbl score 


bi 


E value 


z • ue z D 


Match length 


61 


% identity 


100 


NCBI Description 


Arabidopsis thaliana gamma tonoplast intrinsic protein 




(TIP2) mRNA, complete cds 


Seq. No. 


137311 


Seq. ID 


ARABLI-lO-Ql-Bl-Hll 


Method 


BLASTN 


NCBI GI 


g4262221 


BLAST score 


176 


E value 


2.0e-94 


Match length 


338 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F10A8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



137312 

ARABLI-11-Q1-B1-B4 

BLASTX 

g444790 



16442 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



530 

3.0e-54 

122 
88 

nucleotide translocator [Arabidopsis thaliana] 
137313 

AE^LI-11-Q1-B1-B5 

BLASTX 

g2853084 

206 

3.0e-16 

68 

54 

(AL021768) putative protein [Arabidopsis thaliana] 
137314 

ARABLI-11-Q1-B1-B6 

BLASTX 

g4580393 

263 

6.0e-23 

111 

50 

(AC007171) hypothetical protein [Arabidopsis thaliana] 
137315 

ARABLI-11-Q1-B1-D7 

BLASTX 

gl076345 

129 

2.0e-07 

71 

9 

cold acclimation protein lti30 - Arabidopsis thaliana 
(fragment) 

137316 

ARABLI-11-Q1-B1-E7 

BLASTN 

g4454587 

346 

O.Oe+00 

362 

99 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

137317 

ARABLI-12-Q1-B1-A3 

BLASTN 

g3366536 

342 

O.Oe+00 

342 

100 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 



16443 



complete sequence [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


ARABLI-12-Ql-Bl-Bll 


Method 


BLASTN 


NCBI GI 




BLAST score 




E value 


o « ue— yo 


Match length 


1 QO 


% identity 




NCBI Description 


AraDxuopsis unaxiana 


oeq. vio • 




beq. lu 


iilVrtXSlji XZ J3X DZ 


Method 


BLASTN 


NCBI GI 


g870791 


BLAST score 


bU 


E value 


z . ue ZD 


Match length 


111 
XXX 


% identity 


Q c; 
y 0 


NCBI Description 


Arabidopsis thalxana 




cds 


Seq. No. 


137320 


Seq. ID 


ARABLI-12-Q1-B1-B8 


Method 


BLASTN 


NCBI GI 


g4581161 


BLAST score 


347 


E value 


O.Oe+00 


Match length 


354 



complete cds 



(ubqlO) mRNA, complete 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 

137321 

ARABLI-12-Q1-B1-C4 

BLASTN 

g4159704 

201 

l,0e-109 

343 

66 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



137322 

ARABLI-12-Q1-B1-D8 

BLASTX 

g3420008 

233 

2.0e-19 

113 

39 

(AF000307) steroid sulfotransf erase 
137323 

ARABLI-12-Q1-B1-E5 



3 [Brassica napus] 



16444 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g2244949 

200 

2.0e-15 

104 

45 

(Z97339) 



similarity to ORF - Lilium longiflorum 



[Arabidopsis thaliana] 
137324 

ARABLI-12-Ql-Bl-Gl 

BLASTX 

g2894574 

529 

3.0e-54 

110 

100 

(AL0218 90) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_einb__CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



137325 

ARABLI-13-Q1-B1-A2 

BLASTN 

g4581161 

148 

5,0e-78 

148 

65 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

137326 

ARABLI-13-Q1-B1-B7 

BLASTX 

g2842615 

337 

l.Oe-31 

128 

55 

ASPARTATE-SEMIALDEHYDE DEHYDROGENASE (ASA DEHYDROGENASE) 
>gi_1359593_emb_CAA66607_ (X97964) aspartate-semialdehyde 
dehydrogenase [Campylobacter jejuni] 



137327 

ARABLI-13-Q1-B1-B8 

BLASTX 

g2213592 

264 

5.0e-23 
110 

26 

(AC000348) T7N9.12 



[Arabidopsis thaliana] 



137328 

ARABLI-13-Q1-B1-E5 
BLASTN 



16445 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244788 
315 

1.0e-i77 

336 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



beg. NO. 


1 Q 7^5 0 Q 




beg, iJj 


TVDTVDTT 

AKADlii-l 


yi-bi-n4 


Metnoa 


T-) T 7\ C rn\7 

BLASTX 




MPP T r T 


rxA 7 41 09"^ 




TIT ZiQT o/^/^-yo 






1~J V d. -L. LJ.^ 


1 . Oe-28 




Match length 


92 




% identity 


63 




NCBI Description 


(AF130849) 


PITl [Arabidopsis 


Seg. No. 


137330 




Seg. ID 


ARABLI-14- 


Q1-B1-A2 


Method 


BLASTX 




NCBI GI 


g4587564 




BLAST score 


443 




E value 


3.0e-44 




Match length 


89 




% identity 


100 




NCBI Description 


(AC006550) 


Strong similarity 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 
Seg. ID 



reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb__T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb__T42498, gb_T41918, gb__N38024 

137331 

ARABLI-14-Ql-Bl-Bll 

BLASTN 

g4757662 

279 

l.Oe-156 

392 

100 

Genomic seguence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete seguence 

137332 

ARABLI-14-Q1-B1-C12 

BLASTX 

g2498731 

373 

4.0e-36 

83 

84 

PROBABLE NADP-DE PENDENT OXIDOREDUCTASE PI 

>gi__1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

137333 

ARABLI-14-Q1-B1-D8 



16446 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll75012 

439 

l.Oe-43 

98 
89 

PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_einb_CAA4 9155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

137334 

ARABLI-14-Q1-B1-E7 

BLASTX 

g4538963 

492 

8.0e-50 

94 

72 

{AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
{AF134129) LhcbS protein [Arabidopsis thaliana] 

137335 

ARABLI-14-Ql-Bl-Fl 

BLASTX 

g4741940 

467 

7.0e-47 

85 

61 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
137336 

ARABLI-14-Ql-Bl-FlO 

BLASTX 

g629511 

440 

7.0e-44 

90 

100 

cold-regulated protein corl5b precursor - Arabidopsis 
thaliana >gi_4559338_gb_AAD23000 . 1_AC007087_19 {AC007087) 
cold-regulated protein corlSb precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137337 

ARABLI-14-Ql-Bl-Fll 

BLASTN 

g4581138 

238 

l.Oe-131 

315 

66 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 



Seq. No. 



137338 



16447 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ARABLI-14-Q1-B1-F9 

BLASTX 

g602076 

500 

8.0e-51 

101 

23 

{X77456) pentameric polyubiquitin [Nicotiana tabacum] 
137339 

ARABLI-14-Q1-B1-H7 

BLASTN 

g3046850 

198 

l.Oe-107 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24G6, complete sequence [Arabidopsis thaliana] 

137340 

ARABLI-15-Q1-B1-A8 

BLASTX 

g3668080 

365 

3.0e-35 

88 

78 

(AC004667) unknown protein [Arabidopsis thaliana] 
137341 

ARABLI-15-Ql-Bl-Bll 

BLASTN 

gl66679 

119 

l.Oe-60 

166 

99 

Arabidopsis thaliana negative regulator of the ethylene 
response pathway (CTRl) mRNA, complete cds. 
>gi_996469_gb_I14046_I14046 Sequence 1 from patent US 
5444166 >gi_2087615_gb_I35764_I35764 Sequence 1 from patent 
US 

137342 

ARABLI-15-Ql-Bl-ClO 

BLASTX 

g2493144 

331 

3.0e-31 

82 

52 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2 11822 l_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 



16448 



thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137343 

ARABLI-15-Ql-Bl-Dl 

BLASTN 

g4206762 

96 

l,0e-46 

169 

83 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137344 

ARABLI-15-Q1-B1-G2 

BLASTX 

g2982452 

588 

4.0e-61 

125 

92 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137345 

ARABLI-15-Q1-B1-G6 

BLASTX 

gll5767 

632 

3.0e-66 

135 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137346 

ARABLI-15-Q1-B1-G7 

BLASTN 

g4589433 

287 

l.Oe-160 

287 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNI5, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137347 

ARABLI-15-Q1-B1-H8 

BLASTN 

gl6260 

345 

0. Oe+00 



16449 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 
99 

Arabisdopsis thaliana EF-1 alpha Al gene for elongation 
factor 1-alpha 

137348 

ARABLI-16-Q1-B1-B7 

BLASTN 

g3128142 

290 

l,0e-162 

290 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137349 

ARABLI-16-Q1-B1-B8 

BLASTN 

g4581161 

278 

l,0e-155 

278 
66 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 

137350 

ARABLI-16-Q1-B1-D6 

BLASTX 

g282865 

490 

l.Oe-49 

108 

86 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



137351 

ARABLI-16-Q1-B1-E3 

BLASTX 

gl495366 

213 

3.0e-17 

93 

51 

(Z69370) nitrite transporter 
137352 

ARABLI-16-Q1-B1-E7 

BLASTN 

g4539290 

356 



[Cucumis sativus] 



16450 



E value 


O.Oe+00 


Maucn lengtn 


4 lo 


-5 Identity 


iUU 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F14M19 




(hboA project) 


Seq. No. 


1 O H O C O 

137353 


Seq* ID 


AKABLl-lo-yi-Bl-h o 


Method. 


Tat 7i Q'VV 


NCBI GI 


g2578823 


BLAST score 


289 


E value 


0 . Ue-Zo 


iXiatcn lengtu 


DO 


% identity 


98 


NCBI Description 


(ABuuUooo) similar to YGRzUUc [Arabidopsis tnalianaj 


Seq. No. 


137354 


beq. lU 


AKArJlil-lb-v^l-Bl-r o 


Method 


DT 7\ QrpV 
OliiiO i A 




y J *± *± *± ^ 1 


BLAST score 


240 


E value 


l.Oe-20 


Match length 


47 


% identity 


100 


NCBI Description 


GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi 419755 pir S30147 



glycine-rich protein {clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 {L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137355 

ARABLI-16-Ql-Bl-Gl 

BLASTX 

gll70555 

187 

5.0e-14 

88 

51 

MYO-INOSITOL 4-0-METHYLTRANSFERASE >gi_282822_pir S22696 

methyltransf erase - common ice plant >gi_167262 (M87340) 
myo-inositol 0-methyl transferase [Mesembryanthemum 
crystallinum] >gi_1488237 (U63634) inositol 
methyltransferase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137356 

ARABLI-17-Q1-B1-B7 

BLASTN 

g4510360 

33 

5,0e-09 

65 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



16451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137357 

ARABLI-17-Q1-B1-D3 

BLASTN 

g2828183 

318 

l.Oe-179 

318 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137358 

ARABLI-17-Q1-B1-E8 

BLASTX 

g3600039 

355 

5.0e-34 

85 
95 

{AF080119) similar to Schizosaccharomyces pombe isp4 
protein {GB:D14061) [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137359 

ARABLI-17-Q1-B1-G2 

BLASTX 

gll5783 

410 

2.0e-40 

96 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137360 

ARABLI-17-Q1-B1-G8 

BLASTN 

g3492855 

89 

8.0e-43 

132 

100 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137361 

ARABLI-17-Q1-B1-H2 

BLASTX 

g231700 

240 

8.0e-21 

47 

100 

22 KD CALMODULIN-LIKE CALCIUM- BINDING PROTEIN (CABP-22) 

>gi_479694_pir S35188 calmodulin-related protein {clone 

CaBP-22) - Arabidopsis thaliana >gi_16209_emb__CAA78124_ 



16452 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{Z12136) calcium binding protein [Arabidopsis thaliana] 
>gi__3402708 (AC004261) calcium binding protein [Arabidopsis 
thaliana] 

137362 

LIB146-001-Q1-E1-A1 

BLASTX 

g4559369 

581 

2.0e-60 

106 

96 

(AC006585) putative Rieske iron-sulfur protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137363 

LIB14 6-001-Q1-E1-A9 

BLASTX 

g4581108 

534 

7,0e-55 

105 

100 

{AC005825) putative chloroplast outer membrane protein 
86, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



137364 

LIB146-001-Q1-E1-B6 

BLASTX 

gll2741 

530 

2.0e-54 

99 

99 

28 SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albiamin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137365 

LIB146-001-Q1-E1-B7 

BLASTX 

gl628583 

545 

4.0e-56 

105 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



137366 

LIB146-001-Q1-E1-C11 



16453 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2623306 

332 

5.0e-31 

84 

76 

{AC002409) 



unknown protein [Arabidopsis thaliana] 



137367 

LIB146-001-Q1-E1-C5 

BLASTX 

gll2737 

456 

5.0e-50 

130 

72 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

TVrabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

137368 

LIB146-001-Q1-E1-D12 

BLASTX 

g4056489 

303 

l.Oe-27 

129 

60 

(AC0058 96) putative white protein [Arabidopsis thaliana] 
137369 

LIB146-001-Q1-E1-D2 

BLASTX 

gll2739 

421 

2.0e-41 

120 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

137370 

LIB14 6-001-Q1-E1-D8 

BLASTN 

g4757399 

38 

5.0e-12 
346 



16454 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE13, complete sequence 

137371 

LIB146-001-Q1-E1-D9 

BLASTX 

gll2682 

538 

3.0e-55 

115 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

137372 

LIB146-001-Q1-E1-E2 

BLASTX 

gl628583 

545 

4.0e-56 

105 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137373 

LIB146-001-Q1-E1-E9 

BLASTX 

g4204299 

706 

7.0e-75 

133 

100 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 

137374 

LIB146-001-Q1-E1-F12 

BLASTN 

g2264304 

280 

l.Oe-156 

310 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



137375 

LIB146-001-Q1-E1-F3 

BLASTX 

g3075398 

164 



16455 




E value 


2 . Ue-li 




Match length 


84 




% identity 


48 




NCBI Description 


(ACUU44o4 ) 


unknown protexn [Arabidopsis thaliana] 


Seq. No. 


137376 




Seq. ID 


LIB14D-UU1- 


rs^ in "CO 

-Ql-El-Fo 


Method 


BLASTX 




NCBI GI 


g3860247 




BLAST score 


506 




E value 


Z . ue-Dl 




Match length 


lOz 




% identity 


90 




NCBI Description 




unKnown protein [Hraoiuopsis Lna±ianaj 


Seq. No. 


137377 




Seq. ID 


LIB14d-UU1- 


r\'\ T?'\ m 


Method 


BLASTX 




NCBI GI 


g^UU434 o 




BLAST score 


175 




E value 


9.0e-13 




Match length 


61 




% identity 


62 




NCBI Description 


{AC003673) 


hypothetical protein [Arabidopsis thaliana] 



>gi_4185149 (AC005724) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


137378 


Seq. ID 


LIB146-001-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g3269286 


BLAST score 


375 


E value 


4.0e-36 


Match length 


94 


% identity 


87 


NCBI Description 


{AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


137379 


Seq. ID 


LIB14 6-002-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


g3241917 


BLAST score 


316 


E value 


l.Oe-178 


Match length 


324 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG 




K19B1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137380 


Seq. ID 


LIB146-002-Q1-E1-B10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


528 


E value 


4.0e-54 


Match length 


104 


% identity 


98 



NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 



16456 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi__28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137381 

LIB146-002-Q1-E1-B2 

BLASTX 

gll2741 

581 

2.0e-60 

110 
97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137382 

LIB146-002-Q1-E1-C11 

BLASTX 

g266693 

357 

5.0e-34 

66 

100 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137383 

LIB146-002-Q1-E1-D12 

BLASTX 

gl628583 

668 

2.0e-70 

128 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137384 

LIB146-002-Q1-E1-D7 

BLASTX 

gll2737 

501 

7.0e-51 

124 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 



16457 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descripti 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__4490710_einb__CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

137385 

LIB146-002-Q1-E1-E1 

BLASTX 

gl35858 

316 

2.0e-29 

53 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb__Ci\A45114_ {X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 {M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

137386 

LIB146-002-Q1-E1-E11 

BLASTX 

gl628583 

545 

4.0e-56 

105 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137387 

LIB146-002-Q1-E1-E5 

BLASTX 

gl628583 

493 

6.0e-50 

129 

77 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ernb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137388 

LIB146-002-Q1-E1-E6 

BLASTN 

g4454004 

187 

l.Oe-101 

219 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F24A6 



Seq. No, 
Seq. ID 
Method 



137389 

LIB146-002-Q1-E1-F4 
BLASTX 



16458 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
663 

7.0e-70 

127 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 






Seq. ID 


LIB14D-UU2 




Method 






NCBI GI 


g445520o 




BLAST score 


652 




E value 


l.Oe-68 




Match length 


135 




% identity 


93 


putative protein [Arabidopsis 


NCBI Description 


{AL035440) 


Seq. No. 


137391 




Seq. ID 


LIB146-002 


-Ql-El-Gll 


Method 


BLASTX 




NCBI GI 


g3882273 




BLAST score 


155 




E value 


2.0e-10 




Match length 


88 




% identity 


40 




NCBI Description 


{AB018319) 


KIAA0776 protein [Homo sapiens 


Seq. No. 


137392 




Seq. ID 


LIB146-002 


-Q1-E1-G12 


Method 


BLASTX 




NCBI GI 


gll74864 




BLAST score 


525 




E value 


7.0e-54 




Match length 


99 




% identity 


100 




NCBI Description 


UBIQUINOL- 


CYTOCHROME-C REDUCTASE COMPLEX 



PRECURSOR >gi_1076200_pir JX0300 ubiquinol — cytochrome-c 

reductase (EC 1,10.2.2) chain I precursor - Euglena 
gracilis mitochondrion >gi__464153_dbj_BAA0407 9__ (D16671) 
complex III subunit I precursor [Euglena gracilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137393 

LIB146-002-Q1-E1-H2 

BLASTN 

g3046852 

88 

4.0e-42 

179 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



137394 

LIB146-003-Q1-E1-A6 
BLASTN 



16459 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220632 
218 

l,0e-119 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K6M13, complete sequence [Arabidopsis thaliana] 



TAG clone 



137395 

LIB14 6-0G3-Q1-E1-B10 

BLASTX 

g3820564 

162 

4.0e-ll 

122 
34 

(AF080002) ATP-dependent zinc metallopeptidase FtsH 
[Heliobacillus mobilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137396 

LIB146-003-Q1-E1-C1Q 

BLASTX 

g3608412 

304 

l.Oe-27 

137 

50 

{AF079355) protein phosphatase-2c 
crystallinum] 



[ Me s emb r y ant hemum 



137397 

LIB146-003-Q1-E1-C3 

BLASTX 

g2982431 

128 

4.0e-07 

127 

4 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137398 

LIB14 6-003-Q1-E1-E2 

BLASTN 

g4006885 

430 

O.Oe+00 

430 

100 

Arabidopsis thaliana DNA chromosome A, ESSA I AP2 contig 
fragment No 

137399 

LIB14 6-003-Q1-E1-E6 

BLASTX 

g3075390 

583 



16460 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2,0e-60 

140 

77 

(AC004484) protein kinase ARSKl [Arabidopsis thaliana] 
137400 

LIB146-003-Q1-E1-F10 

BLASTN 

g2264305 

34 

l.Oe-09 

78 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

137401 

LIB146-0G3-Q1-E1-G8 

BLASTN 

g2182286 

412 

0. 0e+00 
420 
100 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

137402 

LIB146-003-Q1-E1-H8 

BLASTN 

g4589445 

392 

O.Oe+00 

416 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

137403 

LIB146-004-Q1-E1-A7 

BLASTN 

g4454447 

170 

9.0e-91 

338 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137404 

LIB146-004-Q1-E1-B4 

BLASTN 

g4558586 

227 

l.Oe-125 

296 

95 



16461 



# 



NCBI Description Arabidopsis thaliana chromosome 1 BAG T5I8 sequence, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137405 

LIB146-004-Q1-E1-B9 

BLASTN 

g3135250 

128 

l.Oe-65 

336 

88 

Arabidopsis thaliana chromosome II BAG F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137406 

LIB146-004-Q1-E1-C1 

BLASTN 

g4757414 

167 

6.0e-89 

219 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

137407 

LIB146-004-Q1-E1-C6 

BLASTX 

gl628583 

490 

l.Oe-49 

93 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


137408 


Seq. ID 


LIB14 6-004-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g3738315 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


118 


% identity 


47 


NCBI Description 


(AC005170) unknown protei 


Seq. No. 


137409 


Seq. ID 


LIB146-004-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


g2586081 


BLAST score 


178 


E value 


4.0e-13 


Match length 


110 


% identity 


7 


NCBI Description 


(U72725) receptor kinase- 




longistaminata] 



[Oryza 



16462 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137410 

LIB146-004-Q1-E1-F12 

BLASTX 

gl628583 

263 

2.0e-23 

53 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137411 

LIB146-004-Q1-E1-G12 

BLASTN 

g4454585 

53 

2.0e-21 

92 
96 

Arabidopsis thaliana BAG T13D4 from chromosome IV near 21. 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137412 

LIB146-004-Q1-E1-H1 

BLASTN 

g2494106 

93 

7.0e-45 

326 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137413 

LIB146-004-Q1-E1-H11 

BLASTX 

g3927836 

233 

2.0e-19 

70 

66 

(AC005727) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137414 

LIB14 6-004-Q1-E1-H9 

BLASTX 

g266693 

581 

3.0e-60 

137 
86 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi__16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18 , 5K [Arabidopsis thaliana] 



16463 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137415 

LIB146-005-Q1-E1-A6 

BLASTX 

gl628583 

654 

8.0e-69 

127 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137416 

LIB146-005-Q1-E1-B10 

BLASTN 

g4510338 

211 

l.Oe-115 

399 

99 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137417 

LIB146-005-Q1-E1-C8 

BLASTX 

g4263543 

610 

l.Oe-63 

129 

88 

(AC006250) putative Athila retroelement ORFl protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137418 

LIB146-005-Q1-E1-D6 

BLASTX 

g4559391 

471 

2.0e-47 

89 

100 

{AC006526) putative auxin response factor 1 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137419 

LIB146-005-Q1-E1-F11 

BLASTN 

g4586241 

332 

O.Oe+00 

397 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



16464 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137420 

LIB146-005-Q1-E1-F7 

BLASTX 

gll2681 

474 

l.Oe-47 

115 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137421 

LIB146-005-Q1-E1-F9 

BLASTX 

g266693 

493 

7.0e-50 

119 

84 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_einb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137422 

LIB146-005-Q1-E1-G12 

BLASTN 

g4519193 

299 

l.Oe-167 

363 

99 

Arabidopsis thaliana genomic DNA, 
MDCll, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137423 

LIB146-005-Q1-E1-G8 

BLASTN 

g4467131 

364 

O.Oe+00 

372 

99 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone F20M13 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137424 

LIB146-005-Q1-E1-G9 

BLASTN 

g3510339 

259 

l.Oe-144 

401 

98 



16465 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137425 

LIB146-005-Q1-E1-H6 

BLASTX 

g4103987 

246 

5.0e-21 

61 

75 

(AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137426 

LIB14 6-006-Q1-E1-A10 

BLASTX 

g4038045 

268 

2.0e-23 

96 

59 

(AC005936) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137427 

LIB146-006-Q1-E1-A6 

BLASTX 

g4544399 

367 

4.0e-35 

106 

65 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137428 

LIB14 6-006-Q1-E1-C11 

BLASTX 

gl628583 

475 

4.0e-48 

92 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 42495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137429 

LIB14 6-006-Q1-E1-C3 

BLASTX 

g4406051 

236 

5.0e-20 

93 

59 



16466 



NCBI Description (AF067605) linalool synthase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137430 

LIB146-006-Q1-E1-C4 

BLASTN 

g4757414 

340 

O.Oe+00 

340 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYF24, complete sequence 



PI clone: 



137431 

LIB146-0G6-Q1-E1-C8 

BLASTN 

g3582315 

181 

3.0e-97 

343 

97 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137432 

LIB146-006-Q1-E1-D10 

BLASTX 

gl628583 

540 

l.Oe-55 

105 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


137433 




Seq. ID 


LIB146-006- 


-Q1-E1-D12 


Method 


BLASTX 




NCBI GI 


g4567295 




BLAST score 


574 




E value 


2.0e-59 




Match length 


133 




% identity 


77 




NCBI Description 


(AC006918) 


putative pol polyprotein [Arabidopsis 


Seq. No, 


137434 




Seq. ID 


LIB146-006- 


-Q1-E1-D6 


Method 


BLASTX 




NCBI GI 


g2583120 




BLAST score 


550 




E value 


l.Oe-56 




Match length 


130 




% identity 


86 




NCBI Description 


(AC002387) 


putative receptor-like protein kinase 



[Arabidopsis thaliana] 



16467 



Seq. No. 




Seq. ID 


TTtsi^^ nn^T /^i in r\0 
Llbl4 o— UUo-U1--11j1--JJo 


Method 


BLASTX 


NCBI GI 


g3763936 


BLAST score 


643 


E value 


1 . Oe-67 


Match length 


122 


% identity 


100 


NCBI Description 


(AC004 450) putative itiyb-related transcription f< 




[Arabidopsis tha liana] 


Seq. No, 


137436 


Seq. ID 


LIB14d-0u5-Q1-E1-G1z 


Method 


BLASTX 


NCBI GI 


g4467129 


BLAST score 


572 


E value 


3.0e-59 


Match length 


111 


% identity 


99 


NCBI Description 


{AL035538) calcium-dependent protein kinase-lik 




[Arabidopsis thaliana] 


Seq. No. 


137437 


Seq. ID 


LIB146-006-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g3176665 


BLAST score 


689 


E value 


7.0e-73 


Match length 


128 


% identity 


98 


NCBI Description 


(AC004393) T1F15.9 [Arabidopsis thaliana] 


Seq. No. 


137438 


Seq, ID 


LIB146-007-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


g3449322 


BLAST score 


112 


E value 


3. Oe-56 


Match length 


302 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ 




MXC17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137439 


Seq, ID 


LIB146-007-Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


g3510342 


BLAST score 


35 


E value 


3.0e-10 


Match length 


87 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MGN6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137440 


Seq. ID 


LIB146-007-Q1-E1-B7 



PI clone 



PI clone 



16468 



Method 


• 

BLASTX 


NCBI GI 


gl628583 


BLAST score 


249 . 


E value 


2.0e-21 


Match length 


48 


% identity 


98 


NCBI Description 


(U66916) 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 


137441 


Seq. ID 


LIB146-007-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


g4454027 


BLAST score 


178 


E value 


3.0e-13 


Match length 


63 


% identity 


62 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana] 


Seq. No. 


137442 


Seq. ID 


LIB14 6-007-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g4406752 


BLAST score 


314 


E value 


l.Oe-176 


Match length 


339 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F19B11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137443 


Seq. ID 


LIB146-007-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


588 


E value 


4.0e-61 


Match length 


108 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb__CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137444 

LIB146-007-Q1-E1-G6 

BLASTX 

gl628583 

541 

l,0e-55 

104 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 



16469 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137445 

LIB146-008-Q1-E1-B11 

BLASTX 

g4567296 

341 

4.0e-32 

94 

73 

{AC006918) putative Athila retroelement ORFl protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137446 

LIB146-008-Q1-E1-C4 

BLASTN 

g4510360 

281 

l.Oe-157 

325 

96 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137447 

LIB146-008-Q1-E1-D9 

BLASTX 

gl628583 

489 

2.0e-49 

127 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erab_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


137448 


Seq. ID 


LIB146-008 


Method 


BLASTX 


NCBI GI 


g4512651 


BLAST score 


289 


E value 


6.0e-26 


Match length 


128 


% identity 


45 


NCBI Description 


(AC007048) 




thaliana] 


Seq. No. 


137449 


Seq. ID 


LIB146-008 


Method 


BLASTX 


NCBI GI 


g4567216 


BLAST score 


274 


E value 


2.0e-24 


Match length 


110 


% identity 


55 


NCBI Description 


(AC007113) 



putative tyrosine transaminase [Arabidopsis 



hypothetical protein [Arabidopsis thaliana] 



16470 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137450 

LIB146-008-Q1-E1-G9 

BLASTX 

gll2681 

580 

5.0e-60 

135 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_eiQb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137451 

LIB146-008-Q1-E1-H10 

BLASTN 

g2924733 

423 

O.Oe+OO 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137452 

LIB146-008-Q1-E1-H3 

BLASTN 

g3449318 

230 

l.Oe-126 

242 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLF18, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


137453 


Seq. ID 


LIB14 6-008-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g4773887 


BLAST score 


363 


E value 


6.0e-35 


Match length 


90 


% identity 


87 


NCBI Description 


(AF076243) hypothetical protein [Arabidopsis 


Seq. No. 


137454 


Seq. ID 


LIB14 6-009-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


382 


E value 


O.Oe+00 


Match length 


382 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



5, TAG clone 



K2A18, complete sequence [Arabidopsis thaliana] 



16471 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137455 

LIB146-009-Q1-E1-C12 

BLASTN 

g3080406 

19 

l,3e+00 

103 

90 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone F23E12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137456 

LIB146-009-Q1-E1-C6 

BLASTN 

g2656028 

136 

2.0e-70 

323 
98 

Arabidopsis thaliana genomic 
MNF13 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137457 

LIB146-009-Q1-E1-D12 

BLASTN 

g2264321 

75 

5.0e-34 

236 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137458 

LIB146-009-Q1-E1-F10 

BLASTN 

g2264319 

268 

l.Oe-149 

341 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXA21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137459 

LIB146-009-Q1-E1-F4 

BLASTX 

gl628583 

535 

5.0e-55 

104 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



137460 



16472 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB146-009-Q1-E1-G1 

BLASTX 

gll2741 

483 

6.0e-49 

91 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712__emb_CAB38846,l_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137461 

LIB146-009-Q1-E1-G2 

BLASTN 

g2656031 

356 

O.Oe+OO 

364 

99 

Arabidopsis thaliana genomic DNA, 
MXC20 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137462 

LIB14 6-009-Q1-E1-G3 

BLASTN 

g2264303 

214 

l.Oe-117 

218 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137463 

LIB146-009-Q1-E1-G9 

BLASTN 

g4580365 

188 

l.Oe-101 

235 

94 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC F3F20 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137464 

LIB146-009-Q1-E1-H7 

BLASTN 

g3292807 

415 

O.Oe+OO 

415 

100 

Arabidopsis thaliana DNA chromosome 4, 



BAC clone F7H19 



16473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ESSAII project) 
137465 

LIB146-010-Q1-E1-A1 

BLASTX 

g2494144 

143 

2.0e-09 

45 

69 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137466 

LIB146-010-Q1-E1-A12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137467 

LIB146-010-Q1-E1-A5 

BLASTX 

g4510401 

486 

4.0e-49 

114 

74 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 

137468 

LIB146-010-Q1-E1-A8 

BLASTN 

g4757404 

38 

6.0e-12 

369 

36 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15, complete sequence 

137469 

LIB146-010-Q1-E1-B4 

BLASTN 

g3335331 

366 

O.Oe+00 

370 

100 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



16474 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137470 

LIB146-010 

BLASTX 

g2129659 

337 

l.Oe-31 

66 
97 

oleosin, 
(L40954) 



-Q1-E1-C3 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



137471 

LIB14 6-010-Q1-E1-D2 

BLASTX 

g4033365 

86 

l.Oe-69 

135 

97 

(AJ223499) ATP sulfurylase [Brassica juncea] 
137472 

LIB146-010-Q1-E1-D3 

BLASTX 

gll2741 

618 

l.Oe-64 

114 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137473 

LIB146-010-Q1-E1-D7 

BLASTN 

g4757414 

205 

l.Oe-111 

361 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

137474 

LIB146-010-Q1-E1-F11 

BLASTX 

gl628583 

607 

3.0e-63 

116 

100 



16475 



NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137475 

LIB146-010-Q1-E1-F3 

BLASTX 

gl628583 

663 

7.0e-70 

127 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


137476 


Seq. ID 


LIB146-010-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g3805763 


BLAST score 


149 


E value 


8.0e-10 


Match length 


83 


% identity 


45 


NCBI Description 


{AC005693) hypothetical prote 


Seq. No. 


137477 


Seq. ID 


LIB146-011-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


g2828182 


BLAST score 


225 


E value 


l.Oe-123 


Match length 


246 


% identity 


51 


NCBI Description 


Arabidopsis thaliana genomic 




M0J9, complete sequence [Arab 


Seq. No. 


137478 


Seq. ID 


LIB146-011-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


293 


E value 


l.Oe-164 


Match length 


348 



PI clone: 



% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137479 

LIB146-011-Q1-E1-A8 

BLASTN 

g4678315 

285 

l.Oe-159 

363 

49 

Arabidopsis thaliana DNA chromosome 3, BAC clone 



T17F15 



16476 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSA project) 
137480 

LIB146-011-Q1-E1-A9 

BLASTX 

gl628583 

545 

4.0e-56 

105 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_enib_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137481 

LIB14 6-011-Q1-E1-B8 

BLASTN 

g4589445 

128 

l,0e-65 

345 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

137482 

LIB146-011-Q1-E1-D12 

BLASTX 

g4753655 

312 

7.0e-29 

88 

77 

(AL049751) pectate lyase like protein [Arabidopsis 
thaliana] 

137483 

LIB146-011-Q1-E1-E7 

BLASTN 

g4584841 

187 

l.Oe-101 

255 

99 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

137484 

LIB146-011-Q1-E1-F1 

BLASTX 

g3157930 

583 

2.0e-60 

109 

99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 



16477 




Brassica napus, ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


137485 


Seq. ID 


LIB14 6-011-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


473 


E value 


7.0e-48 


Match length 


92 


% identity 


99 


NCBI Description 


(066916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


137486 


Seq. ID 


LIB146-011-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


192 


E value 


4.0e-15 


Match length 


79 


% identity 


53 


NCBI Description 


(X75898) phosphoglucomutase [Spinacia oleracea] 


Seq. No. 


137487 


Seq. ID 


LIB14 6-012-Q1-E1-A2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


541 


E value 


l.Oe-55 


Match length 


104 


% identity 


100 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


137488 


Seq. ID 


LIB146-012-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


158 


E value 


6.0e-84 


Match length 


162 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 




{ESSAII project) 


Seq. No. 


137489 


Seq, ID 


LIB146-012-Q1-E1-D1 


Method 


BLASTX 


NCBI GI 


g4678361 


BLAST score 


561 


E value 


5.0e-58 


Match length 


112 


% identity 


96 


NCBI Description 


(AL049659) cytochrome P450"like protein [Arabidopsis 



16478 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137490 

LIB146-012-Q1-E1-D9 

BLASTN 

g4432793 

280 

l,0e-156 

360 

46 

Arabidopsis thaliana chromosome II BAG T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



137491 

LIB146-012-Q1-E1-E6 

BLASTN 

gl6231 

130 

3.0e-67 

150 

97 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675__gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137492 

LIB14 6-012-Q1-E1-F11 

BLASTN 

g3426033 

233 

l.Oe-128 

257 

97 

Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137493 

LIB146-012-Q1-E1-F4 

BLASTN 

g3522932 

242 

l.Oe-133 

331 

95 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137494 

LIB146-012-Q1-E1-F8 

BLASTX 

gll2741 

566 

l.Oe-58 

105 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 



16479 




Arabidopsis thaliana >gi_166616 (M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_einb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137495 

LIB146-012-Q1-E1-G1 

BLASTN 

g2828278 

170 

9.0e-91 

327 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137496 

LIB146-012-Q1-E1-G11 

BLASTX 

g2642448 

353 

l.Oe-33 

114 

34 

{AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137497 

LIB146-012-Q1-E1-G12 

BLASTN 

g4699904 

25 

3.0e-04 

412 
79 

Genomic sequence for Arabidopsis thaliana BAG F1E22, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137498 

LIB146-012-Q1-E1-G4 

BLASTN 

g2058505 

39 

l.Oe-12 

39 

100 

Brassica rapa zinc-finger protein BcZFPl 
gene, complete cds 



(BcAFPl{3-2z) ) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137499 

LIB146-012-Q1-E1-H8 

BLASTX 

g4467126 

525 

8.0e-54 



16480 




Match length 


lUo 


% identity 


o o 

yy 


NCBI Description 


{AL035538) guanine nucleotide-exchange protein-like 




[Arabidopsis thaliana] 


Seq. No. 


137500 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2274993 


BLAST score 


385 


E value 


O Art "ST 

z . Ue- J / 


Match length 


95 


% identity 


72 


NCBI Description 


(AJ000230) unnamed protein product [Hordeuin vulgare] 


Seq. No. 


137501 


Seq. ID 


LIB14 6-013-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


g21U4o23 


BLAST score 


278 


E value 


l.Oe-155 


Match length 




% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC T10M13 from chromosome IV, from 




10.8 cM to 11.6 cM, complete sequence 


Seq. No. 


137502 


Seq. ID 


LIB146-013-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


439 


E value 


1 . Oe-43 


Match length 


102 


% identity 


85 


NCBI Description 


(ABuU/yU/) 0-pnospnogiuconate aenyarogenase [Glycine max 


Seq. No. 


137503 


Seq. ID 


LIB14 6-013-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


gooUolz 0 


BLAST score 


200 


E value 


l.Oe-108 


Match length 


305 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T32F12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137504 


Seq. ID 


LIB14 6-013-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g729775 


BLAST score 


152 


E value 


6.0e-10 


Match length 


105 


% identity 


33 


NCBI Description 


HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 




FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 



16481 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA47869_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

137505 

LIB146-013-Q1-E1-C4 

BLASTN 

g4454022 

187 

l.Oe-101 

361 
99 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F9D16 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137506 

LIB146-G13-Q1-E1-C7 

BLASTN 

g2358139 

215 

l.Oe-118 

223 
99 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137507 

LIB146-013-Q1-E1-C8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137508 

LIB146-013-Q1-E1-D5 

BLASTX 

gl31360 

241 

2.0e-20 

61 

82 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
{X13558) K preprotein (AA -24 to 37) [Sinapis alba] 

137509 

LIB146-013-Q1-E1-D6 

BLASTX 

g4467126 

690 

5.0e-73 



16482 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
99 

{AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 

137510 

LIB146-013-Q1-E1-D7 

BLASTX 

gll2681 

710 

2.-0e-75 

134 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



137511 

LIB146-013-Q1-E1-E1 

BLASTN 

g4757415 

365 

O.Oe+00 

393 

98 

Arabidopsis thaliana genomic DNA, 
MYN21, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 



137512 

LIB146-013-Q1-E1-E12 

BLASTX 

g2129738 

643 

l.Oe-67 

124 

100 

shaggy-like kinase dzeta - Arabidopsis thaliana 
>gi_1225913_emb_CAA64408_ (X94 938) shaggy-like kinase dzeta 
[Arabidopsis thaliana] >gi_1669653_emb_CAA70483_ (Y09300) 
serine/threonine kinase [Arabidopsis thaliana] 

137513 

LIB146-013-Q1-E1-F10 

BLASTX 

g4325282 

306 

5.0e-28 

59 

93 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_432528 6_gb_AAD17314_ {AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

137514 

LIB146-013-Q1-E1-F9 



16483 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4512666 

378 

2.0e-36 

122 

38 

{AC006931) 



putative mei2 protein [Arabidopsis thaliana] 



137515 

LIB146-013-Q1-E1-G5 

BLASTX 

g4406821 

586 

8.0e-61 

106 
100 

(AC006201) hypothetical protein 



[Arabidopsis thaliana] 



137516 

LIB146-014-Ql-Ei-B9 

BLASTX 

g3152576 

189 

l.Oe-14 

64 

59 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 

137517 

LIB146-014-Q1-E1-C1 

BLASTN 

g4539309 

126 

l.Oe-64 

302 
93 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19H22 



137518 

LIB146-014-Q1-E1-C3 

BLASTN 

g2264309 

183 

l.Oe-98 

217 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 

137519 

LIB146-014-Q1-E1-C6 

BLASTX 

g4587526 

267 

2.0e-23 



PI clone: 



16484 



Match length 

% identity 

NCBI Description 



112 
48 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAG 
gb_AC004238. ESTs gb_F19886, gb_Z30784 and gb_Z30785 come 
from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137520 

LIB146-014-Q1-E1-D11 

BLASTN 

g4539290 

349 

O.Oe+00 

373 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F14M19 



137521 

LIB146-014-Q1-E1-D12 

BLASTX 

gll2681 

564 

3.0e-58 

132 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

137522 

LIB146-014-Q1-E1-E9 

BLASTX 

gll2741 

484 

4.0e-49 

90 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137523 

LIB146-014-Q1-E1-F6 

BLASTX 

g4539452 

372 

7.0e-36 

100 

70 

(AL049500) putative phosphoribosylanthranilate transferase 



16485 



[Arabidopsis thaliana] 



Seq. No. 


1 J7o24 


Seq. ID 


LIB14D-014-Q1-E1-H1 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


o o o 

228 


E value 


1 . Oe-125 


Match length 


260 


% identity 




NCBI Description 


Arabxdopsis thaliana DNA cnromosome 4, BAC clone hzuuy 




/ n o n TV 1 — r ■ k \ 

(ESSAII project) 


Seq. No. 


137525 


Seq. ID 


LIB146-014-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g2829892 


BLAST score 


"i f CL 

365 


E value 


6 . Oe-35 


Match length 


121 


% identity 


59 


NCBI Description 


(AC002311) putative pectinesterase [Arabidopsis thaliana 


Seq. No. 


137526 


Seq. ID 


LIB146-014-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g4510418 


BLAST score 


415 


E value 


4.0e-41 


Match length 


85 


% identity 


98 


NCBI Description 


{AC006929) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


137527 


Seq. ID 


LIB146-015-Q1-E1-A2 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


313 


E value 


6. Oe-29 


Match length 


73 


% identity 


82 


NCBI Description 


{Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


137528 


Seq. ID 


LIB14 D-Olo-Ql-El-Bo 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


595 


E value 


6.0e-62 


Match length 


109 


% identity 


100 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 



PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_einb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 




16486 



precursor [Arabidopsis thaliana] 



Sea No. 


137529 


Seq. ID 


LIB146-015-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


a2660672 




534 


E value 






115 




41 


MPRT Ho Q OT* 1 "Pit" T OT^ 




Sea No 


137530 


^pa TO 


LIB14 6-015-O1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4559380 


DJ_Lrt.O X oOwJ-d 


U "a O 


Hi V CL X Lie 


*± • VJC u o 




X o 




1 on 

X u u 








l_riX a,UX(J.vjpo X o UllClXXclXiCl J 


O ^ t-J^ • lhKJ » 


X -J / .J X 


c^rt TV) 


XiXOXrtv^ L/XsJ SfX ILfX uXJ- 


Method 


BLASTN 


NCBI GI 


g2760172 




IRS 
X o 


cj vaxue 




uQai,cn xenyT-n 


R 




_? o 


uescnpL.xon 


HxaDxaopsxs i-naxxana genoinxc \jv\t\f dixoiiiuouiuts 




IuUdj/ coiupxeus ssqueiice i_faxciiJXvj.vjpoxo uiicixxciiici j 


oeq • LNu • 




Seq, ID 


LIB146-015-O1-E1-F1 


Method 


BLASTN 


NCBI GI 


g3617740 


BLAST score 


87 


E value 


3.0e-41 


Match length 


99 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F1I21 from chromosome 1 



PI clone: 



cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137533 

LIB146-015-Q1-E1-G11 

BLASTX 

g2760830 

607 

2.0e-63 

117 

100 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 



137534 



16487 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB146-015-Q1-E1-G4 

BLASTX 

g3341684 

153 

4.0e-10 

91 

41 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
137535 

LIB146-015-Q1-E1-H3 

BLASTN 

g2098816 

333 

O.Oe+00 

337 

100 

Arabidopsis thaliana BAC F19G10, complete sequence 



137536 

LIB146-015-Q1-E1-H6 

BLASTX 

gll2741 

618 

l.Oe-64 

114 

100 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
_ _ NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

137537 

LIB146-016-Q1-E1-A6 

BLASTX 

gll2737 

464 

l.Oe-46 
116 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844,l_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137538 

LIB14 6-016-Q1-E1-B12 

BLASTX 

g3860272 

209 

l.Oe-16 



16488 



Match length 
, % identity 
NCBI Description 



41 
100 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609__ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 



beq, NO. 


1 '37c:'5Q 
1 J f OOy 


beq. iu 


T TT51 / tf^_ni £^—r\l —171 — RQ 


Method 








dLAoj. score 




E value 


u . ue+uu 


ixiaLcn j.engun 


ADR 

~i U J 


% identity 


lUU 


NCBI Description 


Arabidopsis thaliana genomic DNA^ chromosome 5, TAC clone 




K13P22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137540 


Seq. ID 


LIB14D-Ulo-Qi-El-ClL) 


Metnoa 


BLiAbiA 


NCBI GI 


g4689479 


BLAST score 


245 


E value 


o . Oe-zl 


Match length 




% identity 


64 


NCBI Description 


(AC007213) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


137541 


Seq. ID 


LIB14o-ulD-Ql-El-Diz 


Method 


T^T TV o 

BLASTX 


NCBI GI 


gl628583 


dLiAoi score 


ODo 


E value 


7 . Oe-70 


Match length 


l*i7 


% identity 


±UU 


NCBI Description 


vUDD./XO/ x^D crucixerin seeQ storage px.oi.exii L/ixcijjxuupbxo 




thaliana] >gi_28424 95__emb_CAA168 92_ {AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB146-01d-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


g3721856 


BLAST score 


318 


E value 


1 . 0e-z9 


Match length 


o y 


% identity 


62 


NCBI Description 


(AB014057) beta-Amyrin Synthase [Panax ginseng] 


Seq. No. 


137543 


Seq. ID 


LIB146-017-Q1-E1-A1 


Method 


BLASTN 


NCBI GI 


g4733984 


BLAST score 


340 


E value 


O.Oe+00 


Match length 


356 


% identity 


49 



16489 



NCBI Description Arabidopsis thaliana chromosome II BAG F1404 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137544 

LIB146-017-Q1-E1-A11 

BLASTN 

g4732164 

109 

2.0e-54 

231 

43 

Arabidopsis thaliana BAC F10A2 
137545 

LIB146-017-Q1-E1-B8 

BLASTN 

g3811319 

134 

2.0e-69 

212 

98 

Arabidopsis thaliana ROOT HAIRLESS 1 
cds 



(RHLl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137546 

LIB146-017-Q1-E1-C2 

BLASTN 

g3763915 

256 

l.Oe-142 

300 
96 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137547 

LIB146-017-Q1-E1-C3 

BLASTX 

gl628583 

460 

2.0e-46 

86 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137548 

LIB146-017-Q1-E1-C7 

BLASTX 

gll2741 

691 

4.0e-73 

128 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 



16490 



Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_einb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137549 

LIB146-017-Q1-E1-D6 

BLASTX 

g3860250 

268 

l.Oe-23 

103 

61 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 


137550 


Seq. ID 


LIB146-017-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g2245048 


BLAST score 


446 


E value 


2.0e-44 


Match length 


124 


% identity 


74 


NCBI Description 


(Z97342) resistance 


Seq. No. 


137551 


Seq. ID 


LIB146-017-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 


g3451055 


BLAST score 


271 


E value 


l.Oe-151 


Match length 


371 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



137552 

LIB146-017-Q1-E1-E7 

BLASTX 

gll2737 

536 

6,0e-55 

130 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB'38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

137553 

LIB146-017-Q1-E1-F1 
BLASTN 



16491 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4725940 
395 

0. Oe+00 

395 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T1P17 
(ESSA project) 

137554 

LIB146-017-Q1-E1-G11 

BLASTX 

gl628583 

480 

l.Oe-48 

95 

96 

(U66916) 123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_C7iA16892_ (AL021749) 125 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137555 

LIB146-017-Q1-E1-G7 

BLASTN 

g2656026 

207 

l.Oe-113 

379 

100 

Arabidopsis thaliana genomic DNA, 
MDF20 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137556 

LIB146-017-Q1-E1-H1 

BLASTN 

g3785992 

291 

l.Oe-163 

345 

95 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137557 

LIB146-017-Q1-E1-H2 

BLASTN 

g3046852 

351 

O.Oe+00 

351 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



137558 

LIB146-017-Q1-E1-H4 

BLASTX 

g3128192 



16492 




BLAST score 


271 


E value 


6. Oe-24 




87 








iAC00A^9^) ;53f"i 1— lilcp nrotPT n rAr;=5h'i firing i q th^sli^^npl 

\ \J \J 'i ^ £, J. / di^X X XXJ\.C ^XwL.CXil [_ n.X Cli.^ X LAV^)^ O X O U.11CIXXC111CL J 




X J I u u y 


Sea. ID 


LIB14 6-018-Q1-E1-A1 


Method 


BLASTN 


NCBI GI 


a4454587 


BLAST score 


336 


E value 


O.Oe+00 


Matph 1 enfTl"h 


336 


O JL k^^ll i_ X y 


100 




Atp^Hi Hnnq i*? i"h3li;^'n;5 RAP F'v^ 1 A9 0 ■Fymn oh Tmino qomp V n pa t 61 




oM, pottidI pi"p *?paiipnpp TArslr^T fioD'^iq thalianal 


Sea No 


137560 


Sea ID 


LIB146-018-O1-E1-A11 


Method 


BLASTN 


NCBI GI 


g4732168 


BLAST score 


25 


Ej VCIXU.C3 






J J J 








.nX OiJw'X^Wky'O XO L-liClXXClllCL iJflV^ ± X ^ ^ 


oeCJ • LNO . 


X J / o ox 


Sea ID 


LIB146-018-O1-E1-A5 


Method 


BLASTX 

X^ 1 IfTA^J -X 


NCBI GI 


g4033735 


BLAST score 


281 


R VP} 1 np 


1 . Oe-25 




7R 




67 


NPRT np<;pT'i nl" i on 


(T^V!*C\^A'y^A\ ciT^l n ooo ^oTTia 1 ■or'O'f" oin 1RR FH omo ^^^lon on^l 
^i-ir u J ri ^ o *± ^ opxxL<c\j o wiUdx ^X\JL.c;xii oriLir x^-tj Lfujiiivj oct^xciioj 
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Seq, ID 


LIB14 6-018-O1-E1-B10 


Methofi 


BLASTX 


NCBI GI 


g216Q169 


BLAST score 


269 


j-j V ax Lie 
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Mpt hnri 


RT.ASTN 




rr44S4447 


BLAST score 


207 


E value 


l.Oe-113 


JLTicll_L^i.l XciiVj L.li 


o 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F5H14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 




16493 



• 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137564 

LIB146-018-Q1-E1-B2 

BLASTX 

g4558671 

199 

2.0e-15 

48 

71 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
>gi_4726111_gb_AAD28311.1_AC006436_2 (AC006436) 
hypothetical protein [Arabidopsis thaliana] 

137565 

LIB146-018-Q1-E1-B4 

BLASTX 

g3337361 

443 

3.0e-44 

96 

79 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
137566 

LIB146-018-Q1-E1-B6 

BLASTX 

g3819699 

218 

l.Oe-17 

55 

82 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 
137567 

LIB146-018-Q1-E1-C1 

BLASTX 

gl628583 

535 

6,0e-55 

103 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137568 

LIB146-018-Q1-E1-C11 

BLASTN 

g3080430 

238 

l.Oe-131 

238 

64 

Arabidopsis thaliana DNA chromosome A, BAC clone T19P19 
(ESSAII project) 



Seq. No. 



137569 



16494 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB146-018-Q1-E1-C9 

BLASTX 

g4726114 

498 

2.0e-50 

123 

80 

(AC006436) 
thaliana] 



putative retrotransposon Athila [Arabidopsis 



137570 

LIB146-018-Q1-E1-D1 

BLASTX 

g4185738 

366 

4.0e-35 
116 
59 

{AF079998: 
thaliana] 



putative glutamate receptor [Arabidopsis 



Seq. No. 
Seq. ID 



137571 

LIB146-018-Q1-E1-D12 

BLASTN 

g4512656 

304 

l.Oe-171 

304 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

137572 

LIB14 6-018-Q1-E1-D2 

BLASTX 

gl628583 

472 

2.0e-47 

89 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137573 

LIB146-018-Q1-E1-F6 

BLASTX 

g3687228 

675 

3.0e-71 

136 
98 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 

137574 

LIB146-018-Q1-E1-G4 



16495 



Method 


• 

BLASTX 


NCBI GI 


gl628583 


BLAST score 


663 


E value 


7.0e-70 


Match length 


127 


% identity 


100 


NCBI Description 


{U66916) 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137575 

LIB146-018-Q1-E1-H3 

BLASTX 

gll2681 

527 

6.0e-54 

125 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


137576 


Seq. ID 


LIB146-019-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


g2832620 


BLAST score 


467 


E value 


6,0e-47 


Match length 


111 


% identity 


77 


NCBI Description 


(AL021711) hypothetical protein 


Seq. No. 


137577 


Seq, ID 


LIB146-019-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


g42041^73 


BLAST score 


346 


E value 


G.Oe+00 


Match length 


358 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence [Arabidopsis ■ 


Seq. No. 


137578 


Seq. ID 


LIB146-019-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


265 


E value 


2.0e-23 


Match length 


85 


% identity 


66 



1 BAC T2K10 sequence, 



NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



16496 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137579 

LIB146-019- 

BLASTX 

g4773906 

319 

2.0e-29 

71 

86 

(AF074021) 
thaliana] 



■Q1-E1-B5 



putative symbiosis-related protein [Arabidopsis 



137580 

LIB14 6-019-Q1-E1-C12 

BLASTX 

gl769568 

213 

3.0e-17 

64 

73 

{U82202) fumarase; fumarate hydratase 
thaliana] 



[Arabidopsis 



137581 

LIB146-019-Q1-E1-C3 

BLASTX 

gll2681 

661 

l.Oe-69 

132 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



137582 

LIB146-019-Q1-E1-D3 

BLASTX 

g3184281 

540 

2.0e-55 

132 

77 

{AC004136) putative cytochrome P450 



[Arabidopsis thaliana] 



137583 

LIB14 6-019-Q1-E1-D9 

BLASTN 

g4455321 

242 

l.Oe-134 

310 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



16497 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137584 

LIB146-019-Q1-E1-E12 

BLASTX 

gl33320 

304 

7.0e-28 

101 
57 

DNA-DIRECTED RNA POLYMERASE I 135 KD 
(RNA POLYMERASE I SUBUNIT 2) >gi_1014 
DNA-directed RNA polymerase (EC 2.7.7 
yeast (Saccharomyces cerevisiae) >gi_ 
polymerase I {second largest subunit) 
cerevisiae] >gi_887587_emb_CAA90154_ 
[Saccharomyces cerevisiae] >gi_939744 
[Saccharomyces cerevisiae] >gi_131408 
{Z71255) Rpa2p [Saccharomyces cerevis 



POLYPEPTIDE (A135) 

46_pir ^A39607 

.6) I 135K chain - 
172464 (M62804) RNA 

[Saccharomyces 
(Z49919) Rpa2p 

{U31900) Rpal35p 
5_emb_CAA95050__ 
iae] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137585 

LIB146-019-Q1-E1-E5 

BLASTX 

gl628583 

663 

7,0e-70 

127 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ [AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137586 

LIB146-019-Q1-E1-F1 

BLASTN 

g2828187 

34 

2.0e-09 

50 

44 

Arabidopsis thaliana genomic DNA, chromosome 5/ TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137587 

LIB146-019-Q1-E1-F3 

BLASTX 

g4544426 

344 

2.0e-32 

128 

53 

(AC006955) putative transposase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137588 

LIB146-019-Q1-E1-G5 

BLASTX 

gll2681 

538 

3.0e-55 



16498 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

137589 

LIB146-019-Q1-E1-G9 

BLASTN 

g2656032 

246 

l.Oe-136 

280 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137590 

LIB146-019-Q1-E1-H2 

BLASTN 

g4587986 

362 

O.Oe+00 

362 

100 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 

137591 

LIB146-020-Q1-E1-A7 

BLASTX 

g3169059 

183 

l.Oe-13 

63 

54 

{AL023704) weak similarity to B.subtilis spore outgrowth f 
actor B [Schizosaccharomyces pombe] 

137592 

LIB14 6-020-Q1-E1-B5 

BLASTN 

g2351061 

344 

O.Oe+00 

344 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

137593 

LIB146-020-Q1-E1-C4 

BLASTN 

g4581161 

324 



16499 



n 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

332 

14 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

137594 

LIB146-020-Q1-E1-E3 

BLASTN 

g3335356 

298 

l.Oe-167 

336 

96 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137595 

LIB146-020-Q1-E1-G3 

BLASTX 

gll2681 

489 

2.0e-49 

119 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

137596 

LIB146-020-Q1-E1-G4 

BLASTX 

g3152605 

369 

2.0e-35 

71 

100 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
137597 

LIB146-020-Q1-E1-H2 

BLASTX 

gll2741 

622 

4.0e-65 

115 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6,l_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



16500 



II 



Seq. No. 
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g2245017 


BLAST score 
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E value 
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114 


% identity 


yu 


NCB"! Description 
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BLAST score 
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E value 
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NCBI Description 


AraDiuopsis rnaiiana uvi±\ 




pro j ect ) 


Seq. No. 


lo / DUU 


oeq . j~u 


T.TR1 4fi-n?1 -Ol-El-Bl 


Method 


BLASTN 


NCBI GI 


g4589415 


BLAST score 


23 


E value 


6.0e-03 


Match length 


365 



(ESSA 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



55 

Arabidopsis thaliana genomic 
K14A3, complete sequence 



DNA, chromosome 5, TAG clone 



137601 

LIB146-021-Q1-E1-B10 

BLASTN 

g3831448 

319 

l.Oe-179 

360 
96 

Arabidopsis thaliana chromosome II BAG T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137602 

LIB146-021-Q1-E1-B6 

BLASTX 

g3184283 

544 

6.0e-56 

108 
99 

{AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

137603 

LIB146-021-Q1-E1-C11 
BLASTN 



16501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2182285 
154 

3.0e-81 

298 

100 

Sequence of BAG F5I14 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

137604 

LIB146-021-Q1-E1-D12 

BLASTN 

g4027862 

342 

O.Oe+00 

342 

100 

Arabidopsis thaliana chromosome 1 BAG T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137605 

LIB146-021-Q1-E1-E8 

BLASTX 

gll2682 

583 

2.0e-60 

123 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

137606 

LIB146-021-Q1-E1-F3 

BLASTX 

gll2682 

550 

l.Oe-56 

117 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO8510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

137607 

LIB146-021-Q1-E1-F4 

BLASTX 

gll2681 

534 

9-0e-55 

125 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir 308 50 9 

cruciferin precursor (CRAl) - Arabidopsis thaliana 



16502 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

137608 

LIB14 6-021-Q1-E1-F6 

BLASTN 

g3738275 

327 

O.Oe+00 

384 

96 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137609 

LIB146-021-Q1-E1-F8 

BLASTX 

g2335108 

436 

9.06-49 

112 

84 

(AC002339) putative isulinase [Arabidopsis thaliana] 
137610 

LIB146-021-Q1-E1-F9 

BLASTX 

gll2741 

575 

l.Oe-59 

106 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albxomin 3 
precursor [Arabidopsis thaliana] 

137611 

LIB14 6-021-Q1-E1-G10 

BLASTN 

g3449334 

41 

9.0e-14 

53 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



137612 

LIB146-021-Q1-E1-G11 

BLASTN 

g2337888 

227 



16503 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



l.Oe-124 

361 

100 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

137613 

LIB146-021-Q1-E1-G12 

BLASTN 

g2264316 

115 

6.0e-58 

247 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137614 

LIB146-022-Q1-E1-A5 

BLASTN 

g2262097 

348 

O.Oe+00 

373 

98 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137615 

LIB146-022-Q1-E1-B11 

BLASTN 

g3297806 

313 

l.Oe-176 

342 

98 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone F17I5 



Seq. No. 


137616 


Seq. ID 


LIB146-022 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


163 


E value 


2.0e-86 


Match length 


308 


% identity 


17 


NCBI Description 


A. thaliana 


Seq. No. 


137617 


Seq. ID 


LIB146-022 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


107 


% identity 


91 



16504 



II 



NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 
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NCBI Description 


Arabidopsis thaliana chromosome II BAC T21L14 genomic 




seguence, complete seguence [Arabidopsis thaliana] 


oeg. iNO, 


1 "^7 fil Q 
1 J / D 1 y 


beg. lu 


T TD1 /I fioo— m — Fi — r*/! 

lilolfl 0~UZZ — (^1 — iljl""U41 


jyje lhou 


■RT aQT'KT 
iDlLrt.O 1 LN 


NLbl bl 


goc3 0 y Diu 


T TV O y-1 ^* 

bJjAbi score 


IZ o 










% identity 


49 


NCBI Description 


Arabidopsis thaliana BAC T9E19 


Seq. No. 


1 J / bzU 


beg. lu 


lilDl 4 o— UzZ~yi**rjl ILIZ 


ixie unou. 




IMUrSl bl 


gzz / oz u 1 


oLiAbi score 


"3 tf; 


Hj vaj-us 




ixia ucn ieny uii 


PI 

O X 


% identity 


88 


NCBI Description 


(AC002337) unknown protein [Arabidopsis thaliana] 


beg. NO. 


lo / OZ 1 


beg. lu 


111 D 14 D UZZ— yi — Jlil xliO 


Method 


DliAb iA 


JNUdI bl 


go / ooz y / 


rSiiAbi score 


1/0 


Hi VcHU.t3 




iuaX-Oii leiiy L.ii 


f± 1 




16 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seg. No. 


137622 


Seg. ID 


LIB14 6-022-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g2618701 


BLAST score 


182 


E value 


l.Oe-13 


Match length 


61 


% identity 


59 


NCBI Description 


{AC002510) hypothetical protein [Arabidopsis thaliana] 



16505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137623 

LIB146-022-Q1-E1-H4 

BLASTX 

g3695382 

335 

2,0e-31 

127 

58 

(AFO 96370) contains similarity to Arabidopsis thaliana 
retrotransposon Tall-1 {GB:L47193) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137624 

LIB146-023-Q1-E1-C1 

BLASTX 

g4102600 

201 

5.0e-16 

54 

74 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137625 

LIB146-023-Q1-E1-D1 

BLASTX 

g3249105 

161 

3.0e-ll 

51 

59 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137626 

LIB146-023-Q1-E1-D7 

BLASTN 

g3128136 

143 

8.0e-75 

207 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137627 

LIB146-023-Q1-E1-H8 

BLASTN 

g4220645 

114 

9.0e-58 

145 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MyA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



137628 

LIB14 6-024-Q1-E1-A3 
BLASTX 



16506 



NCBI GI 


# 

gll2739 


BLAST score 


232 


E value 


7.0e-20 


Match length 


55 


% identity 


78 


NCBI Description 


2S SEED 



PROTEIN 

PROTEIN) >gi_68854_pir_ 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 PRECURSOR (2S ALBUMIN STORAGE 
NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi__4490711_emb_CAB38845.1_ {AL035680) NWMU2-2S albiimin 2 
precursor [Arabidopsis thaliana] 

137629 

LIB146-024-Q1-E1-A7 

BLASTN 

gl2212 

116 

9.0e-59 

164 

93 

S.alba chloroplast rpl23 and rpl2 genes for ribosoraal 
proteins L23 and L2 

137630 

LIB146-024-Q1-E1-A8 

BLASTN 

g4220643 

123 

5.0e-63 

191 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

137631 

LIB146-024-Q1-E1-C7 

BLASTN 

g2264305 

96 

6.0e-47 

180 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137632 

LIB146-024-Q1-E1-G7 

BLASTN 

g4388816 

43 

4.0e-15 

149 

90 

Arabidopsis thaliana chromosome II BAC F9B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16507 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137633 

LIB146-024-Q1-E1-H10 

BLASTN 

g3420042 

258 

l.Oe-143 

310 

96 

Arabidopsis thaliana chromosome II BAG T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137634 

LIB146-025-Q1-E1-B5 

BLASTN 

g2351073 

368 

O.Oe+00 

376 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
Myj24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137635 

LIB146-025-Q1-E1-C1 

BLASTN 

g4589434 

273 

l.Oe-152 

293 

98 

Arabidopsis thaliana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, Pi clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137636 

LIB146-025-Q1-E1-C12 

BLASTX 

g3335216 

256 

4.0e-22 

62 

82 

(AF074928) 1-aminocyclopropane- 
[Sinapis arvensis] 



1-carboxylate synthase 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137637 

LIB14 6-025-Q1-E1-C3 

BLASTX 

g2642450 

355 

8.0e-34 

106 

68 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi__3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No, 



137638 



16508 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB146-025-Q1-E1-D4 

BLASTN 

g2760170 

336 

O.Oe+00 

356 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MI024, complete sequence [Arabidopsis thaliana] 



PI clone: 



beq. No. 


lo / boy 


oeq. J-U 


ijXoX'iO U 51t± ILL L 


LYieT_noQ 


VXT HQ TV 






BLAST score 


83 


E value 


l.Oe-09 


Matcn lengtn 




% identity 




NCBI Description 


{AC004521) hypothetical protein 


Seq. No. 


137640 


Seq. ID 


LIB146-025-Q1-E1-E12 


Method 


BLASTN 






BLAST score 


408 


E value 


O.Oe+00 


Match length 


412 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq, No. 


137641 


Seq. ID 


LIB14 6-025-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


578 


E value 


8.0e-60 


Match length 


139 


% identity 


81 



[Arabidopsis thaliana] 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137642 

LIB14 6-025-Q1-E1-H11 

BLASTX 

g4377180 

276 

8.0e-25 

84 

61 

(AE001667) Phosphoglycerate Mutase [Chlamydia pneumoniae] 



Seq. No. 
Seq. ID 



137643 

LIB14 6-025-Q1-E1-H12 



16509 



Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2924784 

645 

l,0e-67 

123 

100 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137644 

LIB146-025-Q1-E1-H2 

BLASTN 

g4757662 

356 

O.Oe+00 

360 

100 

Genomic sequence for Arabidopsis thaliana BAG F10B6 from 
chromosome I, complete sequence 



Seq. No. 


137645 


Seq. ID 


LIB146-025-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g2244868 


BLAST score 


93 


E value 


l.Oe-13 


Match length 


104 


% identity 


43 


NCBI Description 


(Z97337) cytochrome P450 


Seq. No, 


137646 


Seq. ID 


LIB146-026-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3805839 


BLAST score 


80 


E value 


5.0e-37 


Match length 


374 


% identity 


43 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


137647 


Seq, ID 


LIB14 6-026-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g3176693 


BLAST score 


142 


E value 


4.0e-74 


Match length 


333 


% identity 


98 



BAC clone F4B14 



NCBI Description 



Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137648 

LIB146-026-Q1-K1-A12 

BLASTN 

g3643588 

361 



16510 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

373 

99 

Arabidopsis thai i ana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137649 

LIB146-026-Q1-K1-A2 

BLASTX 

gl076529 

382 

7.0e-37 

77 

95 

heat shock protein HSP71.2 - garden pea >gi_562006 (U08848) 
PSHSP71.2 [Pisum sativum] >gi_177147 9_emb_CAA67867_ 
(X99515) heat shock protein hsp70 [Pisum sativum] 

137650 

LIB146-026-Q1-K1-A4 

BLASTN 

g3659491 

370 

0. 0e+00 
434 
100 

Sequence of BAC T22H22 from Arabidopsis 'thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


137651 


Seq. ID 


LIB146-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


125 


E value 


l.Oe-09 


Match length 


68 


% identity 


50 


NCBI Description 


{AC003000) hypothetical protein [Arabidopsis 


Seq. No. 


137652 


Seq. ID 


LIB146-026-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4757417 


BLAST score 


209 


E value 


l.Oe-114 


Match length 


420 


% identity 


57 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




T30G6/ complete sequence 


Seq. No. 


137653 


Seq. ID 


LIB14 6-026-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g4589950 


BLAST score 


230 


E value 


l.Oe-126 


Match length 


418 



5, PI clone: 



16511 



% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAG T28P16 genomic 
sequence, complete sequence 



Seq. No. 


137654 


Seq. ID 


T ml A ^^—noc—m _n'7 


Method 


BLASTN 


NCBI GI 


gllo / 1 


BLAST score 


ilD 


E value 


/ , ue— 


Matcri lengtn 


ICQ 


% identity 




\T T3 X n c ^ t ■v\ "t- t 

inl^jdx uescnpuxon 




Seq. No. 


137655 


Seq. ID 


LIB146-026-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4206210 


BLAST score 


714 


E value 


9,0e-76 


Match length 


142 


% identity 


63 


NCBI Description 


{AF071527) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4263043_gb__AAD15312_ (AC005142) 
channel [Arabidopsis thaliana] 



putative calcium 



137656 

LIB146-026-Q1-K1-C12 

BLASTN 

g4581161 

123 

l.Oe-62 

209 

87 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 



Seq. No. 


137657 


Seq. ID 


LIB146-026-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3056598 


BLAST score 


293 


E value 


2.0e-26 


Match length 


60 


% identity 


93 


NCBI Description 


{AC004255) T1F9.19 [Arabidopsis thaliana] 


Seq. No. 


137658 


Seq. ID 


LIB146-026-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3985949 


BLAST score 


210 


E value 


l.Oe-114 


Match length 


358 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone: 



MOB24, complete sequence [Arabidopsis thaliana] 



16512 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137659 

LIB146-026-Q1-K1-D1 

BLASTN 

g2760172 

388 

O.Oe+00 

400 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 


liVoou 




Seq. ID 


LIB14D-UZb- 


T^l T?1 


Method 


BLASTX 




NCBI GI 


g3860247 




BLAST score 


720 




E value 


2.0e-76 




Match length 


140 




% identity 


96 




NCBI Description 


(AC005824) 


unknown protein [Ai 


Seq. No. 


137661 




Seq. ID 


LIB146-026- 


-Q1-K1-E5 


Method 


BLASTX 




NCBI GI 


g3328240 




BLAST score 


307 




E value 


4.0e-28 




Match length 


106 




% identity 


51 




NCBI Description 


(AF064775) 


early nodule-speci: 




truncatula] 


Seq. No. 


137662 




Seq. ID 


LIB146-026- 


-Q1-K1-E6 


Method 


BLASTX 




NCBI GI 


g2529229 




BLAST score 


549 




E value 


2.0e-56 




Match length 


117 




% identity 


90 




NCBI Description 


{AB007907) 


6-pho sphoglucona t e 


Seq. No. 


137663 




Seq. ID 


LIB146-026- 


-Q1-K1-E7 


Method 


BLASTX 




NCBI GI 


g2980771 




BLAST score 


486 




E value 


4.0e-49 




Match length 


111 




% identity 


87 




NCBI Description 


(AL022198) 


chloroplast omega- 




[Arabidopsis thaliana] 


Seq. No. 


137664 




Seq. ID 


LIB146-026- 


-Q1-K1-E9 


Method 


BLASTN 





[Medicago 



6 fatty acid desaturase (fad6) 



16513 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2570223 
75 

l.Oe-34 

120 
89 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

137665 

LIB146-026-Q1-K1-F12 

BLASTN 

g2832639 

56 

8.0e-23 

128 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28J12 
(ESSAII project) 

137666 

LIB146-026-Q1-K1-F7 

BLASTX 

g2062169 

106 

l.Oe-15 

72 
57 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 

137667 

LIB146-026-Q1-K1-G7 

BLASTX 

g4529972 

581 

3.0e-60 

140 

86 

(AC002330) putative chloroplast outer envelope 8 6-like 
protein [Arabidopsis thaliana] 

137668 

LIB146-026-Q1-K1-H1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

137669 

LIB146-026-Q1-K1-H2 

BLASTX 

g4262216 



16514 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



658 

3.0e-69 

128 

98 

(AC006161) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137670 

LIB146-026-Q1-K1-H6 

BLASTN 

g3243214 

319 

l.Oe-179 

327 

99 

Arabidopsis thaliana BAC T19B17 from chromsome IV, near 
19.3 cM, complete sequence [Arabidopsis thaliana] 

137671 

LIB146-027-Q1-K1-A2 

BLASTN 

g3928074 

184 

5.0e-99 

406 

96 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137672 

LIB146-027-Q1-K1-B5 

BLASTX 

g267G55 

387 

5.0e-38 

75 

99 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYL TRANSFERASE) 

>gi__66572_pir YUMU sucrose synthase (EC 2,4.1,13) - 

Arabidopsis thaliana >gi_16526_emb_CAA43303_ {X60987) 
sucrose synthase [Arabidopsis thaliana] 



Seq. No. 


137673 


Seq. ID 


LIB146-027 


Method 


BLASTX 


NCBI GI 


g4115379 


BLAST score 


141 


E value 


8.0e-09 


Match length 


42 


% identity 


69 


NCBI Description 


(AC005967) 




thaliana] 


Seq. No. 


137674 


Seq. ID 


LIB146-027 


Method 


BLASTX 


NCBI GI 


gll73151 



putative carbonyl reductase [Arabidopsis 



16515 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 

9.0e-28 

65 

89 

DNA-DIRECTED RNA POLYMERASE BETA CHAIN 

>gi_629607_pir S48842 DNA-directed RNA polymerase (EC 

2.7,7.6) beta chain - white mustard chloroplast 
>gi_563343_emb_CAA57814_ {X82417) RNA polymerase subunit 
beta [Sinapis alba] 

137675 

LIB146-027-Q1-K1-G3 

BLASTX 

g3080389 

234 

2,0e-19 

116 

47 

{AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

137676 

LIB146-027-Q1-K1-G4 

BLASTX 

g4678299 

560 

6.0e-58 

110 

96 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

137677 

LIB146-027-Q1-K1-H3 

BLASTN 

g4455262 

190 

l.Oe-102 

356 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F17L22 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



137678 

LIB146-027-Q1-K1-H5 

BLASTN 

g3299824 

324 

O.Oe+00 

352 

97 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

137679 

LIB146-029-Q1-K1-A3 
BLASTX 



16516 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559342 
181 

2.0e-13 

37 

92 

(AC007087) 
thaliana] 



putative copper methylamine oxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137680 

LIB146-029-Q1-K1-A8 

BLASTN 

g4432793 

314 

l.Oe-176 

370 

88 

Arabidopsis thaliana chromosome II BAG T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137681 

LIB146-029-Q1-K1-B2 

BLASTN 

g3135250 

121 

5.0e-62 

121 

100 

Arabidopsis thaliana chromosome II BAG F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137682 

LIB146-029-Q1-K1-D11 

BLASTN 

g4539331 

157 

5.0e-83 

306 
99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F22I13 
(ESSA project) 

137683 

LIB146-029-Q1-K1-D7 

BLASTN 

g4432793 

165 

7.0e-88 

277 

75 

Arabidopsis thaliana chromosome II BAG T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137684 

LIB14 6-029-Q1-K1-E1 

BLASTX 

g4580462 

237 



16517 



I 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



5.0e-20 

109 

55 

(AC006081) 



hypothetical protein [Arabidopsis thaliana] 



137685 

LIB146-029-Q1-K1-E10 

BLASTN 

g4678291 

272 

l.Oe-151 

299 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F28P10 
(ESSA project) 

137686 

LIB146-029-Q1-K1-E3 

BLASTN 

g2815519 

157 

3.0e-83 

178 

77 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

137687 

LIB146-029-Q1-K1-E6 

BLASTX 

gll70247 

199 

2,0e-15 

43 

91 

HEVEIN-LIKE PROTEIN PRECURSOR >gi_407248 {U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

137688 

LIB146-029-Q1-K1-E7 

BLASTN 

g4512656 

204 

l.Oe-111 

204 
100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

137689 

LIB146-029-Q1-K1-F11 

BLASTX 

g3548806 

150 

3.0e-10 

63 

52 
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NCBI Description (AC005313) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137690 

LIB146-029-Q1-K1-F4 

BLASTX 

gl723643 

155 

4.0e-17 

109 
43 

HYPOTHETICAL 44 
>gi_2132582_pir 



9 KD PROTEIN IN SEC9-MSB2 INTERGENIC REGION 
_ _ __S64299 probable membrane protein YGROlOw - 

yeast (Saccharomyces cerevisiae) >gi_1322 971_emb_CAA96993_ 
(Z72795) ORE YGROlOw [Saccharomyces cerevisiae] 



137691 

LIB14 6-029-Q1-K1-G1 

BLASTN 

g3869072 

256 

l.Oe-142 

346 

100 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


137692 


Seq. ID 


LIB146-029-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g3193305 


BLAST score 


126 


E value 


6.0e-65 


Match length 


134 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC F3D13 


Seq. No, 


137693 


Seq. ID 


LIB14 6-029-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


430 


E value 


l.Oe-42 


Match length 


118 


% identity 


71 


NCBI Description 


{AC004238) putative Ser/Thr protein 




thaliana] 


Seq. No. 


137694 


Seq. ID 


LIB146-029-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4699904 


BLAST score 


131 


E value 


l.Oe-67 


Match length 


261 


% identity 


99 



NCBI Description 



Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



16519 






X J / \) J *J 




XjXJdX40 UjU^X rvX ri*J 


Method. 


DXirt-0 1 IN 


NCBI GI 


g4335744 


BLAST score 


353 






Match length 


*± ^ D 


-6 laenuiLy 






ZK-raH"! Hnne? n Q t" h j:^ 1 i ^5 n P5 rhTmnn^^nme IT BAG T4M8 Cfsnotnic 




c iii rm c> n r» o oomr^ 1 ct-h o oom l *an f A TP H l H OT> 'hhpl lAnfll 


oecj. iNo. 


X J / O J* u 


beq. lu 


XiXDXfiD UjU I^X J\X -ri.0 


Method 


BLASTX 


NCBI GI 


g3172044 


D1jH.O 1 oOUI-tJ 


^ I X 






ixia.T-Cii xeny T-ii 




^ xu.enL.XL.y 


-7 X 


JML-ox jjescxxpi-xon 


^rxDUXUUOUy dXvXfcrXiy vj.c; Ui^XU>ciot:; Lr^j. dJw'X^j.vj^O-LO uiicix-La.iia. j 


oeq. iNO . 


XO / Q_/ / 


Seq. ID 


T Ttll A n'5n_r»1 _Tc^1 —HA 

Lxd140-U0U— Ux-J\x-t>41 


Method 


BLASTN 


NCBI GI 


g432445 


rsj_iAoi score 




E value 


o o _i_ n o 

u . ue+uu 


MatcJi lengtn 


O / 4 


^ xaeni-xi,y 


Qff 


NCBI Description 


iiraDiaopsis tmaxiana ^ruboj gene/ coiupxei-e ccxb 


beg. wo* 


1 "^7 QR 


beg. xjj 


XiXDXflO UjU yX JaX JjQ 


Method 


DLifib i A 


NCBI GI 


g3335378 


BLAST score 


277 


E value 


1 . ue Z4 


Match length 


xu y 


% identity 


0 1 


i\\^i3X jjesux xpuxuii 






thaliana] 


beg. JMO, 


xo / o ^ 


beg. xu 


XiXx3X4 D u o u y x~*rvx 


Method 


DxiAb 1 IN 


NCBI GI 


g4388714 


BLAST score 


292 


E value 


1 1 a 
1 , ue~xo J 


Match lengtn 




% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F5K7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq, No. 


137700 


Seq. ID 


LIB146-030-Q1-K1-C7 


Method 


BLASTX 



16520 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3695399 
486 

4.0e-49 

96 

94 

(AF096372) contains similarity to Arabidopsis thaliana 
retrotransposon Athila (GB:X81801) [Arabidopsis thaliana] 



OtS*^ • LN U • 


1 '^7701 




xiXDXfio uou yx JXX uxu 




DXirlO i LN 




g4i UOo / OO 




O 


J—i V CI. -L Lie 


X . U sJ ^ 


Mj^tphi l(=*nn"i"hi 


159 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC F18G18 from chromosome V near 




cM, complete sequence [Arabidopsis thaliana] 


Seq, No. 


137702 


oecj. lu 




Metnoa 


BLAST X 


NCBI GI 


g4309698 


Djjiioi score 


AHA 

4/4 


Hi VciXUtr 


j7 . ue 4 0 


Match length 


118 


% identity 


81 


NObi uescription 


{AC006266) putative glucosyltransf erase [Arabidopsis 




thaliana] 


beq. JNO. 


T o n n r\ o 
lo / / Uo 


beq. lU 


LIB14 D-(J30-Q1-K1-E1 




BLASTX 








99 9 


i-> vcLXLlcr 


X . Ut5 XO 


Match length 


42 


% identity 


98 


NCBI Description 


(AC004136) hypothetxcal protein [Arabxdopsis thaliana] 


Seq. No. 


137704 


beq. iU 


LIB14 b-030-Ql-Kl-E8 


Metiloa 


BLASTN 


NCBI GI 


g4 191771 


BLAST score 


404 


E value 


O.Oe+00 


Match length 


412 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F3P11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137705 


Seq. ID 


LIB146-030-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2760172 


BLAST score 


328 


E value 


O.Oe+00 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

336 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

137706 

LIB146-030-Q1-K1-G10 

BLASTN 

g3004543 

168 

2.0e-89 

415 

99 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137707 

LIB146-030-Q1-K1-G3 

BLASTN 

g3831437 

337 

O.Oe+00 

365 

98 

Arabidopsis thaliana chromosome II BAC T3A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137708 

LIB146-030-Q1-K1-G8 

BLASTN 

g4755185 

206 

l.Oe-112 

234 

97 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137709 

LIB146-030-Q1-K1-H11 

BLASTN 

g3241916 

305 

l,0e-171 

402 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K15N18, complete sequence [Arabidopsis thaliana] 

137710 

LIB146-030-Q1-K1-H7 

BLASTX 

g3738316 

368 

3.0e-35 

102 

69 



clone 



16522 



NCBI Description (AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137711 

LIB22-001-Q1-E1-C5 

BLASTX 

g2047324 

485 

4.0e-49 

92 

100 

(U80192) HALS homolog 



[Arabidopsis thaliana] 



o c . LMtJ • 


137712 


<Zarr TTi 
ot^q. XL/ 


T.TR9?-nm -oi -Fi -r^ 

J_lJ.lJ£.^ ij \J J- S^-^ \^\J 


iYie t-iiou. 


RT.A^TN 

Ojj/^O X IN 


NCBI GI 


g3985955 


BLAST score 


347 


cj vaxue 




Match length 




% identity 


inn 


NCBI Description 


riraDiQopsis unanana, genomic uln/i/ uiii.uiuut>uiLLt; ir. 




JXiinio, compiere sequence [iiraDiaopsis tnaiiandj 


beq. NO. 


lot / 1 J 


beq. lu 


XjIXjZ^ UUl \/l liil 


Method 


BLASTN 


NCBI GI 


g2827140 


BLAST score 


1 / U 


E value 


1 . ue— yu 


i^jr_ J- T -II- -lu .... J- Tu 

Match length 


1 / U 


% identity 


lUU 


NCBI Description 


Arabidopsis thaliana cellulose synthase catalytic 




(Ath— A) niRNA/ complete cds 


beq. NO. 


lot / 14 


beq. lu 


lilDZZ UUl^l Hil JJ / 


Method 


BLASTN 


NCBI GI 


g3821780 


±5j_iAbi score 


JO 


Hi VCIXU.C 




Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


137715 


Seq. ID 


LIB22-001-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 


g2160155 


BLAST score 


397 


E value 


O.Oe+00 


Match length 


397 


% identity 


100 


NCBI Description 


Sequence of BAC F21M12 from Arabidopsis thaliana 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137716 


Seq. ID 


LIB22-001-Q1-E1-F2 



clone ; 



16523 



Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl491615 

459 

5.0e-46 

121 
69 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 

137717 

LIB22-001-Q1-E1-G1 

BLASTX 

g4033469 

170 

3.0e-12 

36 

86 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_einb__CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

137718 

LIB22-001-Q1-E1-G3 

BLASTN 

g2760168 

350 

O.Oe+00 

350 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



137719 

LIB22-001-Q1-E1-G6 

BLASTN 

g4587582 

431 

O.Oe+OO 

431 

100 

Arabidopsis thaliana chromosome II BAG T16B14 genomic 
sequence, complete sequence 

137720 

LIB22-001-Q1-E1-G7 

BLASTX 

g4757762 

184 

l.Oe-13 

126 

29 

androgen receptor associated protein 54 

>gi_4530066_gb_AAD21842.1_ {AF060544) androgen receptor 
associated protein 54 [Homo sapiens] 

137721 

LIB22-002-Q1-E1-A10 



16524 






oj-uAO J. 


VIpOT {IT 

In ^ Ij ± \j J_ 




BliAST score 


595 


E value 


7.0e-62 




xz o 




9,1 
o / 


inL-dx jjescinpTixon 


^r\OZZJouZJ Z OXOqXUua.Xa.t.tr U.t5Iiy(J.X Uy cllclotr / ILX oUUUXlXl, 




j_jB.X clJJXtJlOpoXb LlldJ — LdlldJ 


o e q . iM o . 


xo / / zz 




i_iJ_0^^ VJ VJ ^ Sc-*- -^X iD£t 




RTiASTN 






BLAST score 


379 


E value 


O.Oe+00 








X u u 


NCBi uescriprion 


AraDiQOpsis r.naxiana genoiuxc uNii/ cnromosoine O/ rx 






beq. JNo. 


Xo / / Z J 


oeq« xu 


T TR9 9 — n 0 9— Pil — T?1 — RQ 
XiXiDZZ UUZ ViX ILX 




RT a<^TY 


NCBI GI 


g2245060 


BLAST score 


368 


Ei vaiiie 


Z • Ue 


Ma t ch 1 ength. 


/ O 


■6 laentity 




lnv^jdx uescnpi-iori 


^ -7 / O ft Z / dXXt^XyoII IlUlIlUXUy LriX dUXt-lUpo-Lo L.IicLX XdllcL J 


beq. NO. 


Xo / /z4 


oeq. J-U 


T TR99— nn9— m — fi — 

XiXDZZ U UZ ^X JLX 




RT.A9TN 




rr'^7n97'^1 
yo t \j &, / OX 


BLAST score 


34 


E value 


7.0e-10 


jyjatcn xenyLn 


17 0 
X / U 


% identity 


o U 


NCBI Description 


Arabidopsis thaliana qenoitiic DNA, chroitiosoine 5, PI 




MFC19, complete sequence [Arabxdopsis thaliana] 


beq. NO. 


1 "3 T T O R 

Xo / /zo 


beq. XU 


XX t5ZZ U UZ^X HjX JJX 




RT aQTN 


NCBI GI 


g4732164 


BLAST score 


82 


E value 


0 . ue— Oo 


Match length. 


X / 0 


% identity 


y 1 


nujdx jjescrxpxxon 


iiraoxQopsxs xnaxxana o/iv^ rxuHZ 


Seq. No. 


lo77zo 


Seq. ID ^ 


LIB22-002-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g401213 


BLAST score 


585 


E value 


8.0e-61 



16525 



Match length 

% identity 

NCBI Description 



116 
100 

ANTHRANILATE PROS PHORI BOS YLTRANSFERASE PRECURSOR >gi_1667 92 
(M96073) phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] >gi_445600_prf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 

thaliana] 



o e g . NO , 


X J f I z. t 




T TR99-nnP-Ol -F1 -04 


LYiet noci 






g^i o / xz 




1 vJ U 


TP T7"a Tito 




Match length 


90 


% identity 


99 








Lnaxxana j 


Qcirr Mrs 

o e q . LN u • 


1 ^^779^ 

X O / 1 £.0 


beg. iJJ 


JjXJdZZ UU-<i yX ILX uo 


iXle unoa 






^X^ / ;?Dr±u 


riiiiio i score 




E value 


l.Oe-31 


Match length 


88 


% identity 




NCBI Description 


^Ayzzu^j iN/ijyj i^iretunxa x nyoxxaaj 


oeg . LNO . 


xo / / z ^ 


Seg. ID 


ill dZZ - U U Z -yx -iLl— ilj 1 U 


Metnod 


rlliAoiA 




gzz^fiyiu 


iDLtnoL score 


X J ^ 


E value 


/ • ue 11 




108 


% identity 


35 


NCBI Description 


{Z97339) unnamed protein product [Arabidopsis thaliana] 


Seg. No, 


137730 


Seg. ID 


LIB22-Q02-Q1-E1-E12 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


303 


E value 


l.Oe-170 


Match length 


401 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F28J12 




(ESSAII project) 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



137731 

LIB22-002-Q1-E1-E2 

BLASTN 

g3869071 

134 

l.Oe-69 
190 
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% identity 

NCBI Description 



93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIL23, complete sequence [Arabidopsis thaliana] 



Seq. No. 


137732 


oeq. ±U 


Jbl JdZ Z U \J ^ ^± HiX 1-tD 


Method 


oLiilo i A 


JNCrii bl 


gou oU / 4 




O D U 


E value 


z . ue- o4 


Matcn lengtn 


llU 


^ xueiitiuy 


DU 






Seq. No. 


137733 


beq. ID 


Xil oZ Z ~ U U Z ""^ X ~rj X Hi y 


jyieTinoa 


JdXiHo i a 


"MOOT r^T 




Dij/io i score 


Z 4 o 


E value 


/ . ue— z X 


Ma ten lengtn 


yz 


^ laennry 


Do 


NCBI Description 


tuoyyoy; nypounencax protein L^^aoiaopsis unaxianaj 


Seq. No. 


137734 


Seq. ID 


LIB22-002-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


gjjo byUoD 


BLAST score 


T A 

79 


E value 


1 . Ue-oD 


Match lengtn 


z4 0 


% identity 


A C 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5^ PI cl 




MBM17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137735 


Seq. ID 


LIB22-002-Q1-E1-F5 


Method 


DLr/ib i JN 


INLrSl vji 


g4ol4o / 4 


biiAoi score 


Q o o 


E value 


n A _L A A 

u . ue+uu 


Match length 


O A O 

398 


% identity 


1 A A 

100 


iNUrii uescripTiion 


Arabidopsis thaliana chromosome II BAC F10A12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137736 


Seq. ID 


LIB22-002-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


gl684913 


BLAST score 


344 


E value 


l.Oe-32 


Match length 


107 


% identity 


62 


NCBI Description 


(U77888) receptor-like protein kinase [Ipomoea nil] 



Seq. No. 



137737 



16527 



# 



Qarr T Pi 


T T"R99 — nnO— Pil — TTl —PI 9 
lilDZZ UUZ y 1 HjI *alZ 


r'jei-.riua. 




NCBI GI 


g681904 


BLAST score 


455 


E value 


z . ue— 40 


Match length 


lUo 


% identity 


86 


MLrii Jjescnpuion 


(Uox/ii; cpzy [Araoiaopsis Lnaxianaj 


Seq. No, 


137738 


o rv- T r\ 

beq. lU 


T TDOO n ri 0 r\i tn 
lilbzZ — UUz— yi— bl— tjo 


TVyT/^ ^ r\ ^ 


Dliiib i W 


Mr'Ti T P T 
INL.IDI ol 


gzz o4oi 1 


BLAST score 


189 


E value 


l.Oe-102 


Matcn lengtn 


's 0 0 


% identity 


lUU 


NLBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MLNl, complete sequence [Arabidopsis thalian* 


Seq. No. 


1 0 T "7 0 n 

13 / 739 


beq, lU 


T TT300 AnO 01 TP1 UO 


Method 


Tax 7\ CTV 


Mntj T r* T 
INLbi bl 


gzoozb4 i 


BLAST score 


501 


E value 


5.0e-51 


Match lengtn 


100 


% identity 


99 


NCBI Description 


{AL021710) glycolate oxidase - like protein 




tnaiianaj 


Seq. No, 


137740 


beq. lu 


LlBzz-Uuz-yi-El-Ho 


LYie unoa 


nLiiib IN 


INUril Lrl 


_y1 C Q Q j1 0 Q 




00 / 


E value 


O.Oe+00 


Match length 


391 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MQJ2, complete sequence 



PI clone: 



5, PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137741 

LIB22-002-Q1-E1-H7 

BLASTX 

g4138282 

307 

5.0e-28 

118 

56 

CAJ011576) RNA-directed RNA polymerase [Nicotiana tabacuiti] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137742 

LIB22-003-Q1-E1-B11 

BLASTX 

g4006865 

297 



16528 



IP '^T'Zi 1 n Q 


o no_97 


i*ia.L.cn ±eny L.I1 


o / 




o o 




/ J ^ LI L> CI L- -I- V ^ ^ ^ J.1 [_x^J_ a.Ji_'_t- v^^u/^^ -1- -j — I- a. J. J 


C /=sl KT 


X J / / ft o 


q^irr TD 

• XL/ 


T.TR??-n0'^-O1 -F.I -R1 ? 


Luc UL1\JU 


ijxtr^o ± L^ 


NCBI GI 


g2252823 


BLAST score 


127 


Hi Va.XU.0 


-5 no_f;s 










iM^DX UcoV-^i LXvJJll 


rlX ctJJXvXw^&xo uiictxxciiici £)rak^ xouvjoxxvj 


oeq, LNO. 


1 "^11 AA 
±0 { / fi fl 




XtXlJ^^ VJvJ S^X iLiX 






NCBI GI 


g2244863 


BLAST score 


209 


E va.Xue 


X • ue X D 


Match length 




% identity 


Q 1 


lnudx jjeociripL.xori 


^^^/OO/ J iiypvJ Ulic L Xv_^clX pXvJLcrXil [rlX ctUX(J.L?_^o X o UildX Xdiid, J 


beg. NO. 


Xo / / hO 


osg. xu 


XiXJD^Z UUO yx HiX 


LMc ULlvJU, 


RT.a^TY 

OXiraO X W 


NCBI GI 


g3540207 


BLAST score 


512 


E value 


J . ue oz 


Match length 


XZ D 


% identity 


Q 1 
o I 


NCBI Description 


^x^uuuftZDUj rULauxve prouexn Kinase [/iraxjiciopoxo Liictx 


oeg. iNO. 


X J / / 4 0 


Qan TV) 


T TR99-nn'^-01 -F1 -r4 

XjXDZ.^ UUJ Si-L ^-L 


iTlc L-ilvJO. 


OXirlO ± LN 


iNLfOX oX 


gz X 0 zzo / 


BLAST score 


200 


E value 


l.Oe-109 


Match length 


001 


% identity 


y / 


NCBI Description 


Genoniic seguence for Arabidopsis thaliana BAC T7N9, 




coiupxeue seguence [-"J-^Dicicpsis rnaxianaj 


oeg. NO. 


T 'iin AH 

xo / / 4 / 


Oeg. xu 


T TR9 9—0 0*^—01 — Fi — ni 1 

XiXJjZZ uu^ \/± riX uxx 


L^lC UiiWU 


RT A'^TY 


MfRT fJT 


rr97 '^ft948 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


101 


% identity 


75 


NCBI Description 


{U97200) cobalamin-independent methionine synthase 



[Arabidopsis thaliana] 



16529 




o e C5 . IN o . 


1 

X ^ / / *t 0 








RT,A9Ty 

OXltIO X^ 


NCBI GI 


g2191131 


BLAST score 


445 






i^ia.T-cn xeriyL.li 




^ xaenL.jLt.y 


u O 




\ril; vj U / i. u ^ y r\ XVjUU^LNUX.O ycxitS ^X^JU.UH-*u (^riX clJiJXVJ,w^o Xo ullcLXXdliCl. J 


beg • rjo . 


XO / / 41 


oeq. xu 


LiXxiZZ UU J^X i: XZ 




OXjraO X IN 




gft f± y uz y 1 


BLAST score 


270 


E value 


l.Oe-150 


\yi^"i— *^v> 1 T*i /*T 
ixio. ucn xeng L.n 


Z / J 


^ xasm_.XT_y 


1 no 

X u u 


iNorsx uescrxpuxon 


HxaDiciopsis unaxxana uinh. cnroiuoboiue f±/ oiiv^ oxoiic rx/ixio 






beq, JNo. 


1 '^77 c;n 


O^rr TPi 


T.TR99 — rKT^-OI -F1 — 


iut; Liivjvj, 




LnLpJjX VjX 


y X X D^XZ o 


DXiAb -L score 


ft xz 


E value 


l.Oe-40 


Match length 


90 


% identity 


an 


NCBI Description 


CTT'DT'NTT /'PUDTrSMTlVT'C DD/^T'TP TXT VT'KTTICT? r"PDl "Si/^-i 1 C^C^C^QH (1 H Q '7 Q Q ^ 

bJijKxNrj/ inKJiiUNlNilj — rKUi JIjXN ixxNAbilj t^iKX ^yx iDDboU \u\Jolo)y} 




protein Kinase [AraDiaopsis tna-Lianaj >gi -LbbDoz vLUo/yu) 




protein kinase [Arabidopsis thaliana] 


beq. No. 


Xo } 1 01. 


beq. lu 


XtXoZZ U U O yX ILX 


Luc: LllUtJ. 


OXltiO 1 IN 






BLAST score 


241 


E value 


l.Oe-133 


lYiai-cn xenyun 


94T 
Zfi X 


^ xQenuxcy 


xuu 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F22D22 genomic 




sequence/ conipxei-e sequence L*^ra.DXQopsxs T,na.xxa.na.j 


beq. NO. 


Xo / / oZ 


beq. xu 


xxozz u u J yx HjX no 


iritr LXIL/U. 




IMt^OX UX 


qoz^ X y X / 


BLAST score 


172 


E value 


4,0e-92 


Match length 


ZZ4 


O XUCilL-XLy 


Q4 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K19B1/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


137753 


Seq. ID 


LIB22-003-Q1-E1-H7 



16530 



Method 


# • 

BLASTX 


NCBI GI 


g4630748 


BLAST score 


388 


E value 


5.0e-38 


Match length 


81 


% identity 


93 


NCBI Description 


(AC007236) putative anion exchange protein 
thaliana] 



3 [Arabidopsis 



beq* JNO. 


1 "5 T T R /! 


beq, IJJ 


T TT20o_nri/i —oi — Ti —Til n 


rieunovj. 


•DT TxqrpY 


LNUJDX lax 




jDiiAoi score 


loo 


E value 


l.Oe-13 


Match length 


80 


% identity 


A 1 


NCBI Description 


(Uozliu) tumor susceptioiiity protein [Homo sapiens j 


beq. No. 


lo / / 00 


Seq, ID 


LIB22-004-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


gozyyoz4 


BLAbi score 


zoi 


E value 


1 . Oe-liy 


Match length 


338 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F4C21 from chromosome IV, top 




near 17 cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137756 


Seq. ID 


LIB22-004-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g27022ol 


BLAST score 


4 by 


E value 


3.0e-47 


Match length 


104 


% identity 


86 


NCBI Description 


(AC003033) putative protein disulfide isomerase precur; 




[Arabidopsis thaliana] 


Seq. No. 


137757 


Seq. ID 


LIB22-004-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


614 


E value 


4.0e-64 


Match length 


135 


% identity 


90 


NCBI Description 


{AJ0104 66) RNA helicase [Arabidopsis thaliana] 


Seq. No, 


137758 


Seq. ID 


LIB22-004-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


g4589950 


BLAST score 


331 


E value 


O.Oe+00 



16531 



# • 





AOS 

O 




Q7 


iNL/D± uescj-ipuion 


rixajjxciopsxs X-Xiaxxana cnroniosuiiie XX DM\^ izorXD yenoiiixc 




oC^LitriiOC/ 0\JitL^XCuc oc(J[U,dio<£ 


oeq. JNo. 


1 'ill 




T,TR?9-nn4— ni -fi -r? 

JLjXJD^^ V/ VJ 1 S^X HjX 






NCBI GI 


g3193284 


BLAST score 


213 


Ej VclXU.C 


R n*=i— 1 7 
D • ue X / 






^ iciern-.iL.y 






U'Oipc.jo } rio uexxnxT-xon xxne xounu. [riraijxciopsxs x.jnaxxaiiaj 


o e . IN o . 


Xo / / ou 


Cprr TD 


j-iXO£.£~ U>J*i StfX XliX 


l ie? 




W £7 X VJ X 


CT4406780 


BLAST score 


407 


E value 


7.0e-40 




X X D 






iN^rJi uescripT-ion 


(AC006532) putative itiulti spanning itienibrane protein 




[ Arabidopsis thaliana] 


Seq. No. 


lo / /ol 


oeq. xU 


XiX rsZ Z ~ U U 41 **^^ X ""Hi X — UO 




DXi/ib 1 A 


INV-rDX oX 


y^ joxoo 0 


BLAST score 


530 


E value 


3.0e-54 


L\iaT-cn xenyun 


XZZ 


^ xaeriL-XLy 


/ o 


jNUoi jjescripnon 


(AL022140) alcohol dehydrogenase like protein [Arabidopsis 




LilclXXciIlcl J 


beq. NO. 


XO / / DZ 


oeq . X u 


T TT599 — nn^_ni — TTT —HI 
Xi±DZZ~*UU41~yx U / 






NCBI GI 


g3056594 


BLAST score 


693 


E value 


z • ue— / o 


Lxiai-Cn xengcii 


1 Oid 
XZ4i 


-6 laenuiuy 


XUU 


NCBI Description 


ti\ouu4zoo; iihy.io [AraDiaopsis tnalianaj 


beq. wo. 


1 J / / OO 


beq. ID 


lii dZ Z - U U 4 1 —b X -JJX U 




oXtfib 1 A 


NfRT 




BLAST score 


/too 

4 Jo 


E value 


2.0e-43 


Match length 


102 


% identity 


82 


NCBI Description 


(AC006081) putative zinc finger protein [Arabidopsis 




thaliana] 



16532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137764 

LIB22-004-Q1-E1-D12 

BLASTN 

g2281632 

46 

l.Oe-16 

46 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2 . 4 
mRNA, partial cds 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137765 

LIB22-004-Q1-E1-E10 

BLASTX 

gl546698 

697 

8.0e-74 

136 

100 

(X98808) peroxidase ATP3a [Arabidopsis thaliana] 
137766 

LIB22-004-Q1-E1-F2 

BLASTN 

g2182287 

407 

O.Oe+00 

407 

100 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

137767 

LIB22-004-Q1-E1-F5 

BLASTX 

g2688828 

123 

7.0e-26 

132 

47 

{U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



137768 

LIB22-004-Q1-E1-G12 

BLASTN 

g3434972 

159 

2.0e-84 

197 

100 

Arabidopsis thaliana AtERF-4 mRNA for ethylene responsive 
element binding factor 4, complete cds 

137769 

LIB22-005-Q1-E1-A7 



16533 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl490554 

636 

l.Oe-66 

141 

91 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137770 

LIB22-005-Q1-E1-B11 

BLASTN 

g4454022 

65 

l.Oe-28 

97 

92 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F9D16 



Seq, No. 


137771 


Seq. ID 


LIB22-005-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g4680659 


BLAST score 


222 


E value 


4.0e-18 


Match length 


104 


% identity 


41 


NCBI Description 


{AF132944) CGI-10 protein [Homo sapiens] 


Seq. No. 


137772 


Seq. ID 


LIB22-005-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g3600030 


BLAST score 


330 


E value 


9.0e-31 


Match length 


104 


% identity 


62 


NCBI Description 


(AF080119) contains similarity to ankyrin 




ank.hmm, score: 13.93, 14,93 and 27.78) 




thaliana] 


Seq. No. 


137773 


Seq. ID 


LIB22-005-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g4432830 


BLAST score 


239 


E value 


l.Oe-20 


Match length 


59 


% identity 


85 


NCBI Description 


(AC006283) similar to pheromone receptor < 




[Arabidopsis thaliana] 


Seq. No. 


137774 


Seq. ID 


LIB22-005-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


g2924729 



(Pfam: 



16534 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



358 

O.Oe+00 

358 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 

137775 

LIB22-005-Q1-E1-D2 

BLASTN 

g2979540 

148 

l.Oe-77 

357 
100 

Arabidopsis thaliana chromosome II BAG F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137776 

LIB22-005-Q1-E1-D8 

BLASTN 

g4757678 

85 

3.0e-40 

216 
92 

Arabidopsis thaliana chromosome I BAG F9H16 genomic 
sequence, complete sequence 

137777 

LIB22-005-Q1-E1-F4 

BLASTN 

g4096078 

245 

l.Oe-135 

378 

100 

Arabidopsis thaliana chromosome I BAG T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137778 

LIB22-005-Q1-E1-G1 

BLASTX 

g231586 

210 

6.0e-17 

101 

54 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027__pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

137779 

LIB22-005-Q1-E1-G12 
BLASTX 



16535 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539452 
364 

8.0e-35 

125 

54 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137780 

LIB22-005-Q1-E1-G3 

BLASTN 

g4586098 

283 

l.Oe-158 

304 

98 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome A, BAG clone F16J13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137781 

LIB22-005-Q1-E1-G4 

BLASTX 

g2244946 

505 

l.Oe-51 

99 
100 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
>gi_2326344_einb_CAA72072_ (Y11187) G14587-6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137782 

LIB22-005-Q1-E1-H6 

BLASTN 

g2749918 

268 

l.Oe-149 

343 

100 

Arabidopsis thaliana chromosome I BAG F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137783 

LIB22-006-Q1-E1-A1 

BLASTX 

g3337361 

166 

7.0e-12 

59 

49 

(AC004481) ankyrin-lilce protein [Arabidopsis thaliana] 
137784 

LIB22-006-Q1-E1-A7 

BLASTN 

g3766106 

59 



16536 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-24 

226 

94 

Arabidopsis thaliana chromosome 1 BAG F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137785 

LIB22-006-Q1-E1-B8 

BLASTN 

g3399678 

137 

2.0e-71 

189 

94 

Arabidopsis thaliana chromosome 1 BAG F13M7 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137786 

LIB22-006-Q1-E1-G4 

BLASTN 

g2245126 

300 

l.Oe-168 

338 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


137787 


Seq. ID 


LIB22-006-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g4454043 


BLAST score 


171 


E value 


3.0e-12 


Match length 


70 


% identity 


44 


NCBI Description 


(AL035394) putative receptor kinase 


Seq. No. 


137788 


Seq. ID 


LIB22-006-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g3334441 


BLAST score 


343 


E value 


2.0e-32 


Match length 


116 


% identity 


34 


NCBI Description 


HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 




>gi_2642161 (AC003000) hypothetical 




thaliana] 


Seq, No. 


137789 


Seq. ID 


LIB22-006-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g3377813 


BLAST score 


254 


E value 


6.0e-22 


Match length 


56 



IN CHROMOSOME II 



16537 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

{AF076275) No definition line found [Arabidopsis thaliana] 
137790 

LIB22-006-Q1-E1-E12 

BLASTN 

g2618683 

281 

l,0e-157 

410 

99 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


1377 91 


Seq. ID 


ijlBZZ-UUD~yl-"Jljl-r IZ 


Method 


BLASTN 


NCBI GI 


g487790 


BLAST score 


T Q O 


E value 


1 , Oe-71 


Match length 


178 


% identity 


94 


NCBI Description 


Arabidopsis thaliana GF14omega isoform (GRF2) gene. 




complete cds 


Seq. No. 


137792 


Seq. ID 


LIB22-006-Q1-E1-G10 


Method 


BLASTX 


■XT/TO "T" f^T 

NCBI GI 


gzollUoD 


BLAST score 


255 


E value 


3 . Oe-22 


Match length 


95 


% identity 


47 


NCBI Description 


PUTATIVE PROTEIN- TYROSINE PHOSPHATASE PTEN (MUTATED IN 




MULTIPLE ADVANCED CANCEKb 1) >gi lyioooU (UyZ4J/; lyiMAu 




[Mus musculus] 


Seq. No. 


137793 


Seq. ID 


LIB22-006-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g2980773 


BLAST score 


623 


E value 


3.0e-65 


Match length 


129 


% identity 


73 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


137794 


Seq. ID 


LIB22-006-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g4581132 


BLAST score 


258 


E value 


2. Oe-22 


Match length 


86 


% identity 


64 


NCBI Description 


(AC005825) hypothetical protein [Arabidopsis thaliana] 



16538 



^(^rr Kin 


X J / 1 ^-J 


Seq. ID 


LIB22-007-O1-E1-A12 


Method 


BLASTX 


NCBI GI 


g2911082 


BLAST score 


428 


F! 7 HP 

1—1 V CL -1_ UlV-^ 


2 . Oe-42 




X u u 




D O 




\ rtJ-i\J ^ ± y \j \J } liy^(J UiitS UXv^dX _pxLJLcXIi LrT.X clJiJXtJ.(J^o X o CllclXXcilla. J 


o tr ^ • LN LI • 




Sea. ID 


LIB22-007-O1-E1-A6 


Method 


BLASTX 


NCBI GI 


g4455750 


BLAST score 


175 


J— 1 VCL^LA^ 


1 . Oe-12 




1 1 1 

XXX 






NCBI De«5priDtinn 


V-tiXHJ ^^'3 ^LLL-CtL-XVc; ^J.X vJ^dlCLotS LOL.XC^ L-*-^iLL_y OCO OwCXXOt^XLJX J 


O C « IN u • 


1 '^77Q7 


Spa ID 


XIXXJ^^ \J \J 1 \^X J—i X iJ 


Mpthod 


BT.ASTX 


NCBI GI 


gl335862 


BLAST score 


186 


Ht VclXU-C: 








& t /H ^ 1^ 4^ T 4" T T 

^ iu.enuxu.y 






\\j^A\j\JO) oXdUllxXIl IlcaVy tp^Ilcixri L^-LyCXlie Illa.XJ 


O c; * LN • 


1 '^77Qfi 


Spa in 


T.TR99-nn7-01 -F1 -PI 9 

XjXJD^^ / i^X HjX ^xz. 


Method 


BLASTN 


NfBT GI 


^1«JUv7^*3X 


BLAST score 


80 


E value 


3.0e-37 


LlCLUOil Xdl^ L-Ii 


zoo 






INv-zOX O L'X x^ uXUiI 


riraDia.opsx5 Lnaxxana uiNii cnroiiiosoiue 4, Cxone izUrv±o 






o tr i.^ • Ln u ■ 


xo / / i?;? 


Spa ID 




Method 


RTiASTX 


NCBI GI 


a2062169 


BLAST score 


85 


E value 


4.4e-02 


ridLdl XcliyLXi 


0 o 






LNk^isx uescnptxon 


iAuuuiD4oj AJaL, uransporrer vt^L)Ko-iiKe; isoiog [Araoiaopsis 






Seq. No. 


137800 


Seq. ID 


LIB22-007-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


581 



16539 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-60 

124 

89 

{Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

137801 

LIB22-007-Q1-E1-E10 

BLASTX 

g2498731 

448 

l.Oe-44 

126 
67 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb__CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137802 

LIB22-007-Q1-E1-F10 

BLASTN 

g4263586 

342 

O.Oe+00 

342 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F28K20 sequence. 



Seq- No- 

Seq^ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137803 

LIB22-007-Q1-E1-G12 

BLASTN 

g4539378 

145 

4.0e-76 

189 

94 

Arabidopsis thaliana DNA chromosome A, 
(ESSA project) 



BAC clone F28A21 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137804 

LIB22-007-Q1-E1-G7 

BLASTX 

g3377517 

235 

l.Oe-19 

116 

39 

{AF073361) nitrate transporter NTLl [Arabidopsis thaliana] 
137805 

LIB22-008-Q1-E1-B2 

BLASTX 

g4586021 

102 



16540 



E value 
Match length 
% identity 
NCBI Description 



3.0e-55 

113 

98 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



o e cj . IN o - 


X O / O U D 




T.TR?9-nfift-oi -F.I -n 




BLASTN 




y^u_?ooxu 






Hi VCI.XU.C 


5 . Oe-12 




94 


% identity 


85 


NCBI Description 


Arabidopsis thaliana 


oeCJ- ViO • 


xo / o u / 


becj- -Lu 


XiXO^^ UUO WX I-jX oxu 


4* ^ ^ 

ixie unou. 


CXix-iO 1^ 




gXO DO / X -7 


rSLAoi score 




IT TT a T 1 1 o 

Hi vaxuc 


X • VJC i. f 


jyiaucn xengun 


O 0 


^ X(.AdiL.xuy 


68 


NCBI Description 


( YO 8 3 2 0 ) cyclophyl in 


Seq. No. 


137808 


Seq. ID 


LIB22-008-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


g4589950 


BLAST score 


230 


E value 


l,0e-127 


Match length 


230 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence 



Seq. No. 


137809 


Seq. ID 


LIB22-008-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


363 


E value 


4.0e-35 


Match length 


76 


% identity 


100 


NCBI Description 


(AC003105) hypothetical protein 


Seq. No. 


137810 


Seq. ID 


LIB22-008-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g3915085 


BLAST score 


541 


E value 


l.Oe-55 


Match length 


113 


% identity 


93 


NCBI Description 


TRANS-CINNAMATE 4-MONOOXYGENASE 



4-HYDROXYLASE) (CA4H) (P450C4H) 



{CINNAMIC ACID 
(CYTOCHROME P4 50 73) 



16541 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1773289 {U71081) cinnainate-4-hydroxylase [Arabidopsis 
thaliana] >gi_194 6370 (U93215) cinnamate-4-hydroxylase 
[Arabidopsis thaliana] 

137811 

LIB22-008-Q1-E1-E12 

BLASTN 

g2583106 

189 

l.Oe-102 

333 
89 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137812 

LIB22-008-Q1-E1-F11 

BLASTX 

g2827143 

200 

2.0e-15 

139 

77 

{AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137813 

LIB22-008-Q1-E1-F5 

BLASTN 

g2832667 

93 

7.0e-45 

234 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
(ESSAII project) 

137814 

LIB22-008-Q1-E1-G3 

BLASTX 

g3980378 

656 

5.0e-69 

119 

97 

{AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 

137815 

LIB22-009-Q1-E1-A7 

BLASTX 

g4191779 

499 

l.Oe-50 

100 

100 

(AC005917) putative recA protein [Arabidopsis thaliana] 



16542 



o e q . iM o » 


J. ^ / 0 X u 






Method 


BLASTX 


NCBI GI 


gl402912 




14/ 


E value 


0 • ue lu 


Match length 


9 p 




1 no 

X u u 




^A,-?OOX / / ptJx U2iX\j.cioc Lrix ctiJX'^J.i»>^o X 0 Uiidxxciiict J 


D C (4 • LN U . 


X J / 0 X / 


oecj* -Li-' 


IjXoZ.^ U U -7 ^X XltX l^XU 


Method 


BLASTX 


NCBI GI 


g2245378 


Diirioi score 




E value 


4 » ue 4 0 


Match length 


1U4 


% identity 


0 3 


NCBI Description 


(UojZfiDj auxin response racT-or 1 L"i"--Diciopsis tnai. 


0 e q . IN 0 - 


1-37010 
10 / 0 10 


oeq. IJJ 




Method 


BLASTX 


NCBI GI 


g2190558 


BLAST score 


R c: Q 


E value 


1 . Qe-o / 


Match length 


too 

122 


% identity 




NCBI Description 


vALUUizzy; rDii4.i4 [Araoiuopsis rnaxianaj 




1 '^7?11 Q 

1 J / 01-7 




T.TR99 — nOQ— m -n7 




Ijlirio 1 A 


IN^w^Dl 1j1 




BLAST score 


461 


E value 


2.0e-46 


Matcn lengtii 


Q1 

yi 


-6 laenLity 


1 nn 
lUU 


NCBI Description 


(AuUud21o) btrong simiiariry to go Ziouooi riu-zip \ 




ySn© IxOlU XT.X O-lJlClOpSlS L-llciliclIla. COIl LdlillXiy nuilLcvJJJUit 




ana oZiir rr uui/u uoiTLains . [Araoiaopsis unaiianaj 


oecj, lno. 


lo / o 


oecj* i-LJ 


T T'R99— nno— ni — yi — ttq 

lilDZZ UU-7^1 Ilil Hi-? 


ftA^ 4- 1^ 

L\ict. no u 




NCBI GI 


gl361982 


BLAST score 


330 


E value 


3.0e-31 


Match length 


75 


% identity 


85 


NCBI Description 


4-couinarate — CoA ligase (EC 6.2*1.12) - Arabidopsi 



00046 



thaliana >gi_609340 {U18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



137821 

LIB22-009-Q1-E1-F12 



16543 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTN 

g4519192 

304 

l,0e-171 

311 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MBK21, complete sequence 



beq. jno . 


1 "57000 


beg. lu 


iiijbszz— uu y— y 1— HiX-bo 


lYie L noQ 


Dijiioi A 






Dijiioi score 




E value 


5.0e-71 


Match length 


125 


% identity 




NCBI Description 


{AC005496) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 "3 T Q O O 

lo / oZo 


Seq. ID 


LIBz2-00 9-Ql-El-Ho 


Method 


BLASTN 


NCBI GI 


g4519182 


riijAbi score 




E value 


3.0e-39 


Match length 


144 


% identity 


o o 
00 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG 




K13H13, complete sequence 


Seq. No. 


137824 


Seq. ID 


LIB22-010-Q1-E1-B5 


Method 


BLASTN 


JNL-lDl \j± 


gi / 4zyo4 


BLAST score 


424 


E value 


O.Oe+00 


Match length 


436 


% identity 


99 


NCBI Description 


A. thaliana mRNA for HAPp48,5 protein 


Seq. No. 


137825 


Seq. ID 


LIB22-010-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g3492806 


BLAST score 


264 


E value 


5.0e-23 


Match length 


101 


% identity 


51 



NCBI Description (AJ225045) adventitious rooting related oxygenase [Malus 
domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



137826 

LIB22-010-Q1-E1-C2 

BLASTX 

g4056467 

549 

2.0e-56 



16544 



Match length 

% identity 

NCBI Description 



104 
100 

(AC005990) Strong similarity to gb__AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F14256 
come from this gene, [Arabidopsis thaliana] 



beg. NO - 


Ij foZ f 


oeg. lu 


T TT200— ni ri— m — tti — 
u ±u y± iLi 


Method 


nLAo i A 




Qi^ 

gzo Jou y o 


iDijiio J. score 




Hi VclXU.v5 


X • U OX 


LYiaT-cn xengi,n 


1 A 7 


% identity 


47 


NCBI Description 


(AC002339) hypothetical protein 


Seg. No. 


137828 


Seg. ID 


LIB22-010-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


g4586098 


BLAST score 


156 


E value 


2.0e-82 


Match length 


314 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromos 




(ESSA project) 


Seg* No. 


137829 



Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BAC clone F16J13 



LIB22-010-Q1-E1-D1 

BLASTN 

g4519195 

298 

l.Oe-167 

308 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

137830 

LIB22-010-Q1-E1-E1 

BLASTN 

g4056476 

169 

3.0e-90 

190 
96 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
seguence, complete sequence [Arabidopsis thaliana] 

137831 

LIB22-010-Q1-E1-E4 

BLASTN 

g2833627 

339 

O.Oe+00 
339 



16545 



% identity 

NCBI Description 



Seq. No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome 1 BAG F1707 complete 
sequence [Arabidopsis thaliana] 

137832 

LIB22-010-Q1-E1-E5 

BLASTN 

g2244870 

191 

l.Oe-103 

337 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

137833 

LIB22-010-Q1-E1-E8 

BLASTN 

g3522932 

218 

l.Oe-119 

234 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137834 

LIB22-010-Q1-E1-F1 

BLASTN 

g2980787 

299 

l.Oe-168 

299 

50 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

137835 

LIB22-010-Q1-E1-G10 

BLASTX 

g4455184 

569 

5.0e-59 

106 

100 

(AL035521) extra-large G-protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137836 

LIB22-010-Q1-E1-G11 

BLASTX 

g4115377 

405 

7.06-40 

95 

81 

(AC005967) unknown protein [Arabidopsis thaliana] 



16546 






137837 




LIB22-010-O1-E1-G4 


Method 


BLASTX 


NCBI GI 


g3426038 






ill VCLXLIC 




rUd U Oil -Ldl.^J Uli 


X X 


^ X VJ.C; 1 i u -L u y 






f APHD'^I fifi \ nnknnwn nT*n"h*=^i rt f Aralni dr)"n"=?i s thalianal 


4_} C ^ • W • 


137838 


ci^^rr TD 

OCLj^ • X U 


LTB22-010-O1-E1-H2 

XlXJ^^^ VXV ^X J-iX 11^ 


Method 


BLASTX 


NCBI GI 


g3608155 


OXtraO X oOwXC 


4 fil 


El VaXUC 






lv5U 


^ xucixuxuy 


ftl 
0 X 


JNoriX UeSCxxpTLxOn 


\ir^\j\}Zj 0 ) LJu.ua.L.XVc rUMxl il^XXocio^ (_raX clx/XUvJ^o Xo uiidxxcii 


O O ^ • IN • 


137839 


kJC^_|^ • XL/ 


T.TR22-ni0-Ol-El-H8 


rue uiiuvj. 


oxirao X in 


NCBI GI 


g2244788 


BLAST score 


263 


Hi VaXlie 


X , Utr X y 0 


Match length 




% identity 


1 flfl 


iNv^DX UcoCXXpLXUIl 






XX a.yiLienu ino 


O C ^ • 1.N vj • 


137840 




LIB22-011-O1-E1-C11 


Method 


BLASTX 


NCBI GI 


g3250696 


oxirio ± oOwxt; 


^1 4 

J X rt 


Xi VaXUc 




riatcn xengun 




^ xaenT,xL.y 




NL-bi uescxxpnon 


trLLUZ^^oD; pULa-UlVe pxul-em [ilx aJJlvJlOpoX b L,Ila.XXa.lia J 


OfcSQ^ • LNO • 


1 ^7P141 
xo / 0 *± X 


TO 


T.TR22-r)i 1 -01 -F.I -rs 


iYlCtllOU. 


DXjriO 1 iN 


NCBI GI 


g2618683 


BLAST score 


279 


ill va±ue 


X « Uc X J 0 


lYio, Lcn xengT;,!! 


o\j f 


% identity 


y 0 


NPRT r)p»«5 PTi d1~ 1 on 

i-l V> -X- ^ O V_> J L K>r -1- W 11 


ArabidoDsis thaliana chromosoine II BAG T32G6 oenoiriic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137842 


Seq, ID 


LIB22-011-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 


g2262155 



16547 




BLAST score 


167 


E value 


3.0e-89 


rial ucn xeng Lii 


91 1 
^ X X 






NCBX Description 


DNA seguence of Arabidopsis thaliana BAG F5J6 froin. 






oecj. iNo . 


X J / 04lO 


O • XL/ 


xiXJD^^ u X X ^x iZiX r / 


rieTinOQ 


OXiiib i A 


NCBI GI 


g2854117 


BLAST score 


67 


iij vaxue 


D . ft eTu u 


Match, length. 


XoU 


% identity 


4D 


NCBI Description 


{AF045453) protein kinase YakA [Dictyosteliuin discoideum] 


be<5. wo. 


1 '310/1 yl 


oecj^. xu 


XiXO^^ UXX^X lLX oXiC 


ric UilvJU. 




NCBI GI 


g4572674 


BLAST score 


352 


Hj vaxue 


z , ue~ JO 


Match length 




% identity 


Q O 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana] 


O n n A 

beq. INO, 


1 0 /o4o 


oetj. xjj 


XiX£5ZZ~UXX— y X HjX nXX 


aAj-v-i- Vi /^/^ 
LllOU. 


oXiriO 1 A 


NCBI GI 


g3869280 


BLAST score 


249 


E value 


X . ue— zx 


Match length 


I 0 


% identity 




NUrix uescripLion 


{AF064786) beta-galactosidase precursor [Carica papaya] 


beg. wo. 


lo /o4d 


beg. xu 


T Tn99 m 1 7\i o 
XiXnZZ — UXX— y X — 1\X— AXZ 


rie unou. 


tSJjrio i LN 


INUJdX (aX 


g4zuD / oz 


BLAST score 


225 


E value 


l.Oe-123 


Match length 


Q Q R 


% identity 




NCBI Description 


Arabidopsis thaliana cell wall-plasma membrane linker 




pronein nomoxog (uwXir; mKJN/i, compxere cas 


beg. No. 


lo /o4 / 


beg. xu 


XiXdZZ — U XX— yX—ixX- AO 


U'lt; LiivJvJ. 


DXtrtO i A 


NCBI GI 


g3046696 


BLAST score 


180 


E value 


4.0e-13 


Match length 


116 


% identity 


39 



NCBI Description (AL022224) CTP synthase like protein [Arabidopsis thaliana] 



16548 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137848 

LIB22-011-Q1-K1-D10 

BLASTX 

gl684855 

285 

l.Oe-25 

58 

22 

{U77939) ubiquitin-like protein [Phaseolus vulgaris] 
137849 

LIB22-011-Q1-K1-E9 

BLASTN 

g3132469 

239 

l.Oe-131 

542 

100 

Arabidopsis thaliana chromosome II BAG T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137850 

LIB22-011-Q1-K1-F12 

BLASTN 

g3831437 

544 

O.Oe+00 

552 

100 

Arabidopsis thaliana chromosome II BAG T3A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137851 

LIB22-011-Q1-K1-G8 

BLASTX 

g3668097 

210 

l.Oe-16 

118 

44 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

137852 

LIB22-012-Q1-E1-A11 

BLASTN 

g3449312 

179 

4.0e-96 

332 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



137853 

LIB22-012-Q1-E1-A6 



16549 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4512697 

258 

3.0e-22 

98 

57 

(AC006569) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 


137854 


Seq. ID 




Method 


BLASTN 


NCBI GI 


f-tA OOCiC A 1 
g4ZZUD41 


DbAoX score 


A 1 


E value 


1 « ue— 14 


Match length 


o ^ o 
Zoo 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5^ PI 




MuL3, complete sequence {.AraDraopsxs Tznaiianaj 


Seq. No. 


137855 


Seq. ID 


LIB22-012-Q1-E1-D1 


Method 


BLASTX 


NCBI GI 


g4587602 


BLAST score 


'3 o 

393 


E value 


2.0e-38 


Match length 


90 


% identity 


86 


NCBI Description 


(AC006951) putative retrotransposon hopscotch polyf 




[Arabidopsis thaliana] 


Seq. No. 


137856 


Seq. ID 


LIB22-012-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g36Dol73 


BLAST score 


556 


E value 


2 . Oe-57 


Match length 


123 


% identity 


82 


NCBI Description 


{AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


137857 


Seq. ID 


LIB22-012-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g4159708 


BLAST score 


286 


E value 


l.Oe-160 


Match length 


321 


% identity 


64 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MKP6, complete sequence 


Seq. No. 


137858 


Seq. ID 


LIB22-012-Q1-E1-F11 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


156 


E value 


2.0e-82 



clone : 



16550 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277 
42 

Arabidopsis thaliana genomic DNA, chrompsome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

137859 

LIB22-012-Q1-E1-F4 

BLASTN 

g2828185 

151 

9.0e-80 

155 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 


137860 




Seq, ID 


LIB22-012-Q1-E1-H4 




Method 


BLASTN 




NCBI GI 


g4056476 




BLAST score 


209 




E value 


l,0e-114 




Match length 


213 




% identity 


100 




NCBI Description 


Arabidopsis thaliana 


chromosome 




sequence, complete sequence [Arc 


Seq, No. 


137861 




Seq. ID 


LIB22-012-Q1-E1-H5 




Method 


BLASTN 




NCBI GI 


g469113 




BLAST score 


108 




E value 


3.0e-54 




Match length 


108 




% identity 


100 




NCBI Description 


A. thaliana (Columbia) 


Dr4 mRNA 


Seq. No. 


137862 




Seq. ID 


LIB22-013-Q1-E1-B2 




Method 


BLASTN 




NCBI GI 


g4337186 




BLAST score 


145 




E value 


7,0e-76 




Match length 


310 




% identity 


100 




NCBI Description 


Arabidopsis thaliana 


chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
137863 

LIB22-013-Qi-El-B5 

BLASTX 

gl531758 

509 

5,0e-52 

97 

95 

{X98772) AUXl [Arabidopsis thaliana] >gi_3335360 (AC003028) 



16551 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137864 

LIB22-013-Q1-E1-C8 

BLASTN 

g2494106 

345 

O.Oe+00 

357 

99 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137865 

LIB22-013-Q1-E1-D12 

BLASTN 

g4567300 

293 

l,0e-164 

329 

89 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137866 

LIB22-013-Q1-E1-D2 

BLASTN 

g2853071 

89 

2.0e-42 

263 

100 

Arabidopsis thaliana DNA chromosome 4^ 
(ESSA project) 



BAC clone F24J7 



Seq. No. 


137867 


Seq. ID 


LIB22-013-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g4454452 


BLAST score 


423 


E value 


7.0e-42 


Match length 


81 


% identity 


66 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


137868 


Seq. ID 


LIB22-013-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


341 


E value 


O.Oe+00 


Match length 


341 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137869 



16552 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-013-Q1-E1-D9 

BLASTX 

gl20675 

526 

9.0e-54 

121 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi__21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137870 

LIB22-013-Q1-E1-E2 

BLASTX 

g549060 

367 

3.0e-35 

96 

75 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_erab_CAA83274__ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137871 

LIB22-013-Q1-E1-E6 

BLASTN 

g2924652 

191 

l.Oe-103 

350 

100 

Arabidopsis thai i ana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137872 

LIB22-013-Q1-E1-G3 

BLASTN 

g4733984 

187 

l.Oe-101 

357 

99 

Arabidopsis thaliana chromosome II BAG F1404 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137873 

LIB22-013-Q1-E1-G4 

BLASTN 

g4586024 

331 

O.Oe+00 

335 

53 

Arabidopsis thaliana chromosome II BAG T13C7 genomic 



16553 



sequence, complete sequence 



Seq, No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137874 

LIB22-013-Q1-E1-G9 

BLASTN 

g4757403 

140 

9.0e-73 

432 

100 

Arabidopsis thaliana genomic DNA, 
MJL12, complete sequence 



chromosome 3, PI clone: 



137875 

LIB22-013-Q1-E1-H6 

BLASTX 

g3450842 

257 

8.0e-23 

68 

71 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137876 

LIB22-014-Q1-E1-A1 

BLASTX 

g3377820 

473 

l,0e-47 

96 

100 

{AFG76275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

137877 

LIB22-014-Q1-E1-B12 

BLASTX 

g4263784 

294 

l.Oe-26 

127 

57 

(ACQ06068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137878 

LIB22-014-Q1-E1-B9 

BLASTX 

g2117612 

449 

7.0e-45 

90 

97 

catalase (EC 1.11.1, 



6) 3 - Arabidopsis thaliana 



Seq. No. 



137879 



16554 






T T'R99 — ni 4— nl — TTl — TiR 


Method. 


pT TVCTM 
nJ-tfio i IN 






BLAST score 


244 


E value 


l.Oe-135 


Match, length 


97/1 


% identity 


y o 


NCBI Description 


benoinic sequence ror Araoiaopsis maiiana o/io titi^^, 




complete sequence 


Seq, No, 


1 O T O O A 

lo /ooU 


OeCJ, ID 








NCBI GI 


gl586551 


BLAST score 


284 


E value 


9 Ha 9 c: 

z . ue— zo 


Match length 


1U4 


^ identity 


by 


NCBI Description 


L-UA/ii Dinamg racTior . out5U!N±i— d [jDrassica napusj 


Seq. No. 


1 O T O O 1 


oeq. lu 


LIdZZ — U 1 4— yi — HjI^HjO 


Method 


"DT 7\ CrpM 
JDliAb 1 IN 


NCBI bl 


gzo Jouo y 


BLAST score 


130 


E value 


6.0e-67 


Match length 


o r\ o 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T11A7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


137882 


beq. ID 


T TD99 ni A r^l TPl T?1 9 

LIBzZ-U14-yi-hl-t IZ 


Method 


"DT 7\ CTV 


NCBI GI 


g4558592 


BLAST score 


615 


E value 




Match length 


Iz / 


% identity 


100 


NCBI Description 


(AbUUoQoo; nypounexicai prorem [Araoiuopsis maiianaj 


Seq, No. 


137883 


beq, lu 


Llr>ZZ-*U14t-*yi— iLl— nlU 


jxier.noa 


DLt/ib i A 


NObl bl 


gziyxloy 


BLAST score 


o o c 

Jzo 


E value 


2.0e-30 


Match length 


91 


-s Identity 


/y 


NCBI Description 


(AF007270) Similar to serine hydroxymethyltransf erase; 




coded for by A. thaliana cDNA T42313; coded for by A. 




tnaiiana cujNii w^ooo^ i^/iraDiaopsis Lnanana.j 


Seq, No. 


137884 


Seq. ID 


LIB22-014-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g4589430 



16555 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 

l.Oe-135 

410 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLD14, complete sequence 



137885 

LIB22-015-Q1-E1-F12 

BLASTN 

g4519193 

169 

4.0e-90 

328 

63 

Arabidopsis thaliana genomic DNA, 
MDCll, complete sequence 



chromosome 3, PI clone 



137886 

LIB22-016-Q1-E1-A12 

BLASTN 

g2245031 

197 

l.Oe-107 

269 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137887 

LIB22-016-Q1-E1-B4 

BLASTN 

g3451055 

311 

l.Oe-175 

360 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16G20 



137888 

LIB22-016-Q1-E1-F1 

BLASTX 

g417073 

183 

4.0e-14 

62 
60 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1,4.1.14) - alfalfa >gi_166412 {L01660) NADH-glutamate 
synthase [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



137889 

LIB22-016-Q1-E1-G1 

BLASTX 

g4263711 



16556 



BLxAST score 


385 


E value 


l.Oe-37 




ft R 
00 


% identity 


O 0 


NCBI Description 


(ALUUdzzo) putative cuk4— associated transcripuion ractor 




[Arabidopsis thaliana] 


C ^ «• 11,1 

Seq. No. 


1 '3 T Q Qn 


oeq. iJJ 


T ni (R— pii —PI — m n 


Method 


JDijiib 1 Cvl 






BLAST score 


415 


E value 


O.Oe+00 


LYLaT-cn j.engtn 


AIR 


? luenuxry 


lUU 


NCBI Description 


AraDiuopsis unaiiana cnromosoirie ii daL' rzori/ genomic 




sequence/ complete sequence 


beq. JNO . 


lo / o yi 


oeq. lu 


T ni f^— m — n — 
xiozz ui o Hii rio 


Method 


DT A O TV 


NCBI GI 


g4337188 


BLAST score 


161 


E value 


z . ue— 11 


Match length 


4U 


% identity 


82 


NCBI Description 


(iiuuuD4Uo} nypotneuicai prot-em [HraDiQopsis unaiianaj 


Seq. No. 


-1 O T o rt o 

137892 


beq. lu 


LiliiZZ — Ulo yl iiil~n / 


Metnoci 


BLiAo IN 




g4Z O J /Do 


BLAST score 


260 


E value 


l.Oe-144 


Match length 


4 u y 


% identity 


inn 
lU u 


NCBI Description 


Arabidopsis thaliana chromosome V map near 60.5 cM, 




complete sequence [firaciaopsis Lnaiianaj 


beq. No. 


T -D T Q Q O 

lo f o yj 


oeq. ijj 


lilrSZZ Ul / yi £j1 ilZ 


fWT^i 4^ 

L\ie unoci 




NCBI GI 


g4581150 


BLAST score 


171 


E value 


O Art 1 O 

2 . Ue-lz 


MatcJi lengtii 


4 1 


% identity 


83 


NObi Description 


(ACUUoyiy) nypotnetical protein [AraiDiaopsis tnaiianaj 


Seq. No. 


137894 


beq. ID 


Lli5ZZ-UI /-yi-hjl— A4 






NCBI GI 


g4558586 


BLAST score 


218 


E value 


l.Oe-119 


Match length 


303 


% identity 


100 



16557 



NCBI Description Arabidopsis thaliana chromosome 1 BAG T5I8 sequence, 
complete- sequence 



oeq. wo. 


1 "^7 QR 
U / 0 yD 


Seq. ID 


LIB22-017-Q1-E1-A5 


Method 


BLASTX 




y f± uo j;?^i 


DiiAoi score 




E value 


1 . ue 


Match length 




% identity 




NCBI Description 


^fiUUUOZo / J very siiriiiar to mouse uimn aiiu. uiUiL^i l-"-^""*-'-'-^*-'^^-'-^ 




U 1 id 1 1 dl let J 


Seq, No. 


137896 


Seq. ID 


LIB22-017-Q1-E1-B8 


Method 


oLAo i A 




g^L 1 O lo y4 


BLAoT score 


/I 1 Q 
4 lo 


E value 


o , ue-4 1 


Matcn length 


Q T 
0 / 


% identity 


inn 
lUU 


NCBI Description 


tu/U4Z4; u meLnyj-Lransxerase i {.-"-raDiaopsis T,naiianaj 


Seq. No. 


lo / csy / 


Seq. ID 


LIB22-017-Q1-E1-C11 


Method 


BLASTX 


NCBI CjI 


g4 Oo 114 fc) 


BLAST score 


/I O 1 

4zl 


E value 


1 Art /I 

1 . Ue-4 1 


Matcn lengtn 


yi 


% identity 




NCBI Description 


{AC006919) putative f ructose-bisphosphate aldolase^ 




cytoplasmic [Arabidopsis thaliana] 


Seq. No. 


137898 


Seq, ID 


LIB22-017-Q1-E1-C8 


Metnoa 


bliAbiA 


NCBI GI 


g4 lib J / / 


BLAST score 


1 j1 1 

141 


E value 


O A >^ Art 


Match length 


A A 

44 


% identity 


55 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


beq. No. 


lo / 0 yy 


Seq, ID 


LIB22-017-Q1-E1-D3 


Method 


BLASTX 


iNL'ijl LjI 


y z ^liuo / 


BLAST score 


431 


E value 


9.0e-43 


Match length 


83 


% identity 


100 


NCBI Description 


{AL021961) caffeoyl-CoA 0-methyltransf erase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


137900 



16558 




oeq. lu 




Method 


Dliiib i IN 


NUlDi VjJ. 




BLAST score 


88 


E value 


2.0e-42 


i-ia-Ticn ±enyr.n 


0 O 


% identity 


lUU 


NCBI Description 


Arabidopsis thaliana DNA chroiuosoiue 4/ ESSA I contig 




rragiEienT- lno 


Seq. No. 


lo / yul 


beq, ID 








NCBI GI 


g3335375 


BLAST score 


284 


E value 


D . ue*"Z D 


Matcfi lengtn 


by 


-6 Identity 


O A 

oU 


NCBI Description 


(AC003028) putative aiiiidase [Arabidopsis thaliana] 


Seq. No. 


lo /yuz 


beq. lu 


T TT5 09 — m '7— A1 _T?1 —in 
J_illjZZ""Ul /""yi HjI ill / 


Metnou 


DliAbilN 




go / Doy lo 


BLAST score 


207 


E value 


l.Oe-113 


Matcn lengtn 


obo 


% identity 


yo 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F14B2 genomic 




sequence/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


T o T n n o 

Io7y03 


beq. iu 


lilozz-ul /-yi— hjl-Jc 1 


Method 


nLiHo ivi 




gZoZo lc5Z 


BLAST score 


211 


E value 


l.Oe-115 


Matcn lengtn 


O A C 

Z4 b 


% identity 


inn 

100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c. 




M0J9/ complete sequence [Arabidopsis thaliana] 


Seq, No. 


Io7y04 


beq. lu 


IjlbZz — Ul /— yi— Jtil — r 11 


Method 


oLAb iA 


NCBI GI 


gl402904 


BLAST score 


473 


E value 


0 . 0e-4o 


Matcn lengtn 


n A 

yu 


% identity 


100 


NCBI Description 


(Xyaolo) peroxidase [Arabidopsis thaliana] 


Seq. No. 


137905 


Seq, ID 


LIB22-017-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


g3241924 


BLAST score 


383 



16559 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



O.Oe+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 

137906 

LIB22-017-Q1-E1-F7 

BLASTX 

g2129759 

334 

3.0e-31 

68 
99 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392__emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

137907 

LIB22-017-Q1-E1-G1 

BLASTX 

g4572681 

635 

l.Oe-66 

127 

98 

(AC006954) putative ubiquitin carboxyl terminal hydrolase 
[Arabidopsis thaliana] 



137908 

LIB22-017-Q1-E1-G11 

BLASTX 

g2894574 

427 

2.0e-42 

81 

100 

(AL0218 90) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



137909 

LIB22-018-Q1-E1-A2 

BLASTX 

g2104949 

380 

5.0e-37 

84 

83 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 
137910 

LIB22-018-Q1-E1-A5 

BLASTN 

g4006885 

146 

l.Oe-76 



16560 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



182 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

137911 

LIB22-018-Q1-E1-E11 

BLASTN 

g3702734 ^ 

327 

0,0e+00 

327 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 



137912 

LIB22-018-Q1-E1-F3 

BLASTN 

g4581084 

207 

l.Oe-113 

304 

100 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC T30F21 genomic 



137913 

LIB22-018-Q1-E1-G12 

BLASTN 

g2760169 

223 

l.Oe-122 

283 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone: 



137914 

LIB22-018-Q1-E1-H12 

BLASTX 

g4567235 

353 

9.0e-34 

92 

70 

(AC007119) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 

137915 

LIB22-019-Q1-E1-A4 

BLASTN 

g3869070 

46 

5,0e-17 

195 

72 



16561 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MG03, complete sequence [Arabidopsis thaliana] 



Seq, No. 


137916 


Seq. ID 


LIB22-019-Q1-E1-E10 


Method 


OLiriO 1 A 




rrA R R9 9 


biiAoi score 




£j vaxue 


X • u c ^ ^ 


Match length 


o o 


% identity 


00 


inudx jJcscnpuion 


^AT.n4Qftfi9^ niThp^t 1 vf^ nrote^in TArabidoDsis thalianal 


Seq. No. 


137917 


Seq. ID 


LIB22-019-Q1-E1-F2 


Metnoa 


riJ_LH.O i A 


NLBi bl 


goOoZoz y 


BLAST score 




jcj vaxue 




Match length 




% identity 


4 / 


NCBI Description 




Seq. No- 


IJ / yio 


Seq. ID 


LI Bz Z - (J (J -Qi - b i - Al U 


Method 


BLASTX 


NCBI GI 


g3319344 


BLAST score 


c: T c 


E value 


1 . Ue-oy 


Match length 


loO 


% identity 


Q T 


NCBI Description 


(Aru//4U/) contains simxxariuy ro uur— gxucoronobyx 




UDP— glucosyi rransrerases trram: uujrvji.nmm, score. 




[Arabidopsis thaliana] 


Seq. No. 


1 "3 T Q1 Q 

Id / yiy 


Seq. ID 


LIB22-020-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


j^A C3 QO 

g4ooyzyu 


BLAST score 


110 


E value 


4 . Ue-ob 


Matcn lengtn 


iy4 


% identity 


yU 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




Vl-iDOr\ pxUJfcJwL/ 


Seq. No. 


137920 


Seq. ID 


LIB22-020-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g4263777 


BLAST score 


207 


E value 


2.0e-16 


Match length 


58 



85.94) 



F14M19 



% identity 

NCBI Description 



62 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD2147 9. 1_ {AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 



16562 



S.eq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137921 

LIB22-020-Q1-E1-D9 

BLASTX 

g4768986 

148 

l.Oe-09 

99 

34 

(AF140493) hypothetical protein [Oryza sativa] 



137922 

LIB22-020-Q1-E1-E4 

BLASTN 

g4454022 

47 

l.Oe-17 

132 

74 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone F9D16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137923 

LIB22-020-Q1-E1-G7 

BLASTN 

g2924768 

62 

9.0e-27 

126 

87 

Arabidopsis thaliana chromosome II BAG F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137924 

LIB22-021-Q1-E1-B12 

BLASTX 

g3152589 

587 

5.0e-61 

125 

81 

(AC002986) Strong similarity to lupeol synthase gb_U4 9919 
from A. thaliana (second gene in a series of three with 
similar homologies). [Arabidopsis thaliana] 

137925 

LIB22-021-Q1-E1-B2 

BLASTN 

g3449317 

124 

9.0e-64 

124 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKM21, complete sequence [Arabidopsis thaliana] 



Seq. No. 



137926 



16563 



Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-021-Q1-E1-B9 

BLASTN 

g4586349 

65 

5.0e-28 

89 

93 

Arabidopsis thaiiana 
adenylyltransf erase. 



DNA for glucose-l-phosphate 
complete cds 



137927 

LIB22-021-Q1-E1-C10 

BLASTN 

g3046848 

115 

6.0e-58 

353 

95 

Arabidopsis thaiiana genomic DNA, chromosome 5, 
K18C1, complete sequence [Arabidopsis thaiiana] 



TAG clone 



137928 

LIB22-021-Q1-E1-F6 

BLASTX 

g4587541 

611 

9.0e-64 

118 

100 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family, ESTs gb_T44453, gb__T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb_T22281 come from 
this gene. [Arabidopsis thaiiana] 

137929 

LIB22-021-Q1-E1-G10 

BLASTX 

g4388828 

169 

2.0e-12 

56 

70 

(AC0065281 
thaiiana] 



putative zinc-finger protein [Arabidopsis 



137930 

LIB22-021-Q1-E1-H10 

BLASTX 

g4335737 

172 

3.0e-12 

79 

46 

(AC006248) putative serine/threonine kinase [Arabidopsis 
thaiiana] 



Seq. No. 



137931 



16564 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-022-Q1-E1-A12 

BLASTN 

g30'80430 

82 

l.Oe-38 

122 

92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone T19P19 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



137932 

LIB22-022-Q1-E1-E9 

BLASTX 

g3757529 

366 

3.0e-35 

73 

100 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

137933 

LIB22-022-Q1-E1-G1 

BLASTN 

g3132469 

178 

l.Oe-95 

320 

98 

Arabidopsis thaliana chromosome II BAG T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137934 

LIB22-022-Q1-E1-G2 

BLASTX 

g4758356 

375 

4.0e-36 

115 

66 

flap structure-specific endonuclease 1; MATURATION FACTOR 1 
(MFl); DNase IV; RAD2_HUMAN >gi_729475_sp_P39748_FENl_HUMAN 
FLAP ENDONUCLEASE-1 (MATURATION FACTOR 1) (MFl) 

>gi_1362788_pir ^A56531 DNA structure-specific endonuclease 

FENl - human >gi_704377_bbs_157592 DNase IV-nuclear 42 kda 
5' -> 3* exonuclease [human, HeLa cells, Peptide, 380 aa] 
>gi_642090 {L37374) endonuclease [Homo sapiens] >gi_3169155 
(AC004770) FEN1_HUMAN; MATURATION FACTOR 1 (MFl); DNase IV; 
RAD2_HUMAN [Homo sapiens] >gi_3980293_emb_CAA54166_ 
(X76771) flap endonuclease- 1 [Homo sapiens] 

137935 

LIB22-022-Q1-E1-G8 

BLASTN 

g3548797 

40 

3.0e-13 



16565 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^- ^ 

NCBI GI " . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
88 

Arabidopsis thaliana chromosome II BAC T1-8E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137936 

LIB22-023-Q1-E1-A11 

BLASTX 

g2213597 

431 

l.Oe-42 

88 
98 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
'137937 

LIB22-023-Q1-E1-D11 
BLASTX 
^'1170711 
326 

3.0e-30 

88 

75 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 60832__emb_CAA53181_ 
{X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_1769889__emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


137938 


Seq. ID 


LIB22-023-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g3510250 


BLAST score 


590 


E value 


3.0e-61 


Match length 


114 


% identity 


100 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


137939 


Seq. ID 


LIB22-023-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


gl495269 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


126 


% identity 


74 


NCBI Description 


{X97829) product similar to ccr protein. Citrus paradis 




PIR: S52663 [Arabidopsis thaliana] 




>gi_1550735_emb_CAA66824_ (X98130) unknown [Arabidopsis 




thaliana] 


Seq. No, 


137940 


Seq. ID 


LIB22-023-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


gl495804 



16566 



BLAST score 


159 


Ej Vd.XU.c 






1 1 R 


% ici©ntity 


A Ct 


XT o T r\ o j-f ■v^ 1 /^v\ 

jNCJii uescnpnon 


^Ai704HJDj xo iipoxyyenase L'-'Oxanuiu LUJjerosuuij 


O A XT />i 

oeg. JMO. 


xo / y4 1 


oecj, lU 


LiXozz uz^ yx rijX r ^ 


riG ullUU. 


DXii-tO 1 IN 




gzz d4oZ 1 


BLAST score 


252 


E value 


l.Oe-139 


LYicLL.cn ±engt.n 






1 nn 
xuu 


jNUni uescripT,ion 


/iraDiaopsxs unaxxana yenoniic uiNii., cnroiiiosoiLie 




iYiALYixz / coiiipxeL.e sequence L-"-raDxuopoxs unaxia] 


beq. No» 


lo / y4Z 


oeq, xu 


XjXJUZZ UZO v-L i-J-L 


Method. 






y OX ^ZZ 


BLAST score 


567 


E value 


l.Oe-58 


Ddatcn xengtn 


1 99 

izz 


% identity 




NCBI Description 


(ACUiJz4ll) Contains siitiiiarity to go Zbyyuz 




exeyans . [H.xaDxu.op5Xb L.iia.xxaiia j 


Seq. No. 




O ^ T Pi 

beq. IJJ 




Method 


oLAb iX 


NCBI GI 


gl652892 


BLAST score 


280 


E value 


/ . ue-zo 


Match length 


x4Z 


% identity 


9 £^ 
ZD 


LNL/Jj-L JJeoCi iptlull 


^jj^u^u-?; riDL* x-ia.riibpoxL.ci [ oyricuiiocyb L.XS sp • J 


beq» NO. 




beq. IJJ 


JjXoZZ UZo yi JlX rtXU 


lYIc CIlvJU. 


RT a<^TW 
JjXLriO 1 LN 


Ln ^ O -L OX 


y J o o u w) -70 


BLAST score 


327 


E value 


O.Oe+00 


Match length 


384 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I18 



5, PI clone 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137945 

LIB22-024-Q1-E1-A1 

BLASTX 

g4633131 

703 

l.Oe-74 

133 

99 



16567 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF110407) ATP sulfuryiase precursor [Arabidopsis thaliana] 
>gi_4803653__einb_CAB42640.1_ (AJ012586) sulfate 
adenylyltransf erase [Arabidopsis thaliana] 

137946 

LIB22-024-Q1-E1-A2 

BLASTN 

g2477521 

28 

5.0e-06 

348 

16 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

137947 

LIB22-024-Q1-E1-A3 

BLASTX 

g2129559 

371 

l.Oe-35 

128 

64 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_34 93633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

137948 

LIB22-024-Q1-E1-A4 

BLASTX 

g4567286 

101 

4.0e-04 

78 

7 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



137949 

LIB22-024-Q1-E1-C3 

BLASTX 

g4572671 

357 

4.0e-34 

116 

54 

{AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

137950 

LIB22-024-Q1-E1-C8 

BLASTX 

g4539438 

256 



16568 



E va,lu8 




LYiaT-cn xengun 


xu X 


% identity 


Do 


iNL-£5i uesciiption 


^riXiUri / nypo L.li€;X,XOa.X pXUL^rXIl j_ ral. clXJ -L tJ.wp o _L o LliciX J-dXlci J 


beq. NO. 


Lo 1 yOX 




T TR99 — n9A— Pil — Fl — Fl*^ 




RT.ASTN 






BLAST score 


301 


E value 


l.Oe-169 




oux 


% identity 


yx 


NCBI Description 


iiraDiuopsis unaxiana cnroitiosoiue xx n/iu i^rjo genoiuxc 




ocqUtSilUfc; f UOilipXcLfcr oc^UciXOfci LrlxdUXLlU^oXo LiidX JLctiict J 


beq. NO. 


xo / yoz 


beq. lu 


XXnZZ UZ^i yX iiiX lljXU 


Method 


oXiiOiA 


LNUoX oX 


y zu oz X D ;? 


BLAST score 


441 


E value 


6.0e-44 


iyjaucn xengTzn 


XX J 


% identity 


7 1 
/ X 


NCBI Description 


(AHJUXb4o} AdC transporter (rUKo— xxKe; isoxog L-^^raDxaop 




thaliana] 


Seq. No. 


1 T C "3 

lo /yoo 


beq. xu 


XiXJdZZ UZ^ ^X HjX iiiD 


Method 


"DT 7\ CT^M 

oXAb i N 


NCBI GI 


gl7681 


BLAST score 


226 


E value 


X ♦ ue xzfi 


Match length 




% identity 


XUU 


NCBI Description 


A. thaliana luRNA for Wilni's tumor suppressor hoiuologue 


beq. No. 


1 Q "7 Q e; /t 


beq. xu 


XXoZZ UZ4 yX HjX £ X 


Method 


ISXiiib i W 


iNL/OX oX 


gz ^ Dz ju 


BLAST score 


137 


E value 


2.0e-71 


Match length 


1/11 

X4 X 


% identity 




NCBI Description 


dArabidopsis thaliana iriRNA for UDP-glucose : sterol 




gxucosyx uransierase 


Seq. No. 


1 Q T Q C 

Xo / yoo 


beq. xu 


XXtSZZ UZfi yx HjX nXU 


iYiennoQ 


RT aCTY 
DXrib i A 




y / ^ o -7 vj ^ 


BLAST score 


207 


E value 


6.0e-17 


Match length 


64 


% identity 


66 


NCBI Description 


PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (ENDOPLASMIC 



16569 




RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2 ) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137956 

LIB22-025-Q1-E1-A1 

BLASTN 

g4006885 

231 

l.Oe-127 

235 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137957 

LIB22-025-Q1-E1-A10 

BLASTX 

g2134982 

280 

5.0e-25 

102 

55 

de-ubiquitinase 
de-ubiquitinase 



- human >gi_1122278_emb_CAA62690_ (X91349) 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137958 

LIB22-025-Q1-E1-A6 

BLASTX 

g2281113 

587 

6.0e-61 

123 

88 

(AC002333) endochitinase isolog [Arabidopsis thaliana] 
>gi_2288989 (AC002335) endochitinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137959 

LIB22-025-Q1-E1-B1 

BLASTN 

g4587641 

142 

3.0e-74 

176 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



Seq. No. 137960 

Seq. ID LIB22-025-Q1-E1-B6 

Method BLASTX 

NCBI GI g3894168 

BLAST score 245 



16570 



E value 
Match length 
% identity 
NCBI Description 



7.0e-21 

105 

43 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



137961 

LIB22-025-Q1-E1-B8 

BLASTX 

gl35497 

639 

5.0e-67 

121 

96 

TUBULIN BETA CHAIN (BETA-1 AND BET A- 2) 

>gi_84375_pir S00683 tubulin beta-1 chain - Stylonychia 

lemnae (SGC5) >gi_10159__emb_CAA29853__ (X06653) beta-1 
tubulin (AA 1 - 442) [Stylonychia lemnae] 
>gi_578493_emb_CAA29995_ {X06874) beta-2 tubulin (AA-l - 
442) [Stylonychia lemnae] 

137962 

LIB22-025-Q1-E1-B9 

BLASTN 

g3241925 

276 

l.Oe-154 

318 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K9/ complete sequence [Arabidopsis thaliana] 

137963 

LIB22-025-Q1-E1-D9 

BLASTX 

g4588001 

295 

9.0e-27 

119 

61 

{AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

137964 

LIB22-025-Q1-E1-E1 

BLASTX 

g4585978 

306 

9.0e-64 

120 

98 

{AC005287) NADP specific isocitrate dehydrogenase 
[Arabidopsis thaliana] 

137965 

LIB22-025-Q1-E1-E4 
BLASTN 



16571 



® 





/^X f1 


BLAST score 


319 


E value 


l.Oe-179 








\J X 




OmiL/iUXo oe<^U.eiXOe X<w^X z~iX cti^XO.W^ o X o UlXclXXcllXct Or^k^ J. XrtiM^O/ 




poTnril f^i'p '^prfne^nr'p f ATalfii Hons "i s t*h3l i ;5n;=5 1 


O C • IN \ J • 


X «J / ^ u u 


Seq. ID 


T,TR??-0?S-O1 -F.l -FS 




RLA55TKI 






BLAST score 


126 


E value 


2.0e-64 




416 


O XV^dXL.XL.y 


X V V 


iMOijX L^troOX X^UXUii 


rix ciUXKXw^o X o L-iidX X ctiicL L-iix vjiiivjo vjiuts X xrt.^ ii^r^onx^iX ocv^Ui.d±(>-*c; ^ 




L^L^IU^XC; L.C oev^LXdiOC |_jr\X CLi^XUv./^ O X O UllCLXXdiiCL J 


O e q > LN O • 


1 ^7 Q<^7 


Qprr Tn 

O • X u 


XlXO^^ W <^ _J X J_j X iX ^ 


Lie L.llW*J. 


OXLTlO X /\ 


iNk^DX ox 


rT9P 971 d 


BLAST score 


225 


E value 


3.0e-33 


LYlatCn ±eny Till 


p 1 


^ i(j,cxiuxuy 


pp 

o O 


iNL/J3± jjescnpT-xon 


^H.ruz/i/4j cexxuxose syiicnase caua-xyuic suouniu 




|_ AX ciJ>_^xu.u^o X o L-iidx xdiid. J 


oeq. wo. 


xo / y DC5 


ocq • LU 


T TR99 — 09^^—01 — F1 — A^ 
JjxDi^ UZO VtX Hix riO 




OXltiO I. 


NCBI GI 


g2558657 


BLAST score 


495 


E value 




LYIcxLCXl Xcllyl-il 




^ T ^ T~\ "f" T ^ T T 

^ laenuxTiy 


QP 


LNOOX O ox XL^ CXV^il 


f&r'nn9'^R4^ Mo Ho'Fit~ii+"i on 1 T "np ■Fonn H f A r*a n Ho'O qtq "hHs^liaTi^il 

\cV^\J\J £^ O -J ^ } V\\J Lie X XIIX U-X Wii XXile Xk_/U.iXU t_Z^X Cl>JX(^lw^^OX O l^XlCLXXCLlid J 


oeq* iNO . 


xo / y oy 


oeq. xU 


T TT599 — no f^ — nl — TJ^I — 2i7 


Mo"f~ "h o^ 
rue uiivjvj. 


OXtrlO L IN 


INk^oX OX 


rr^PQdl 7Q 
y o o -7*1 X f _? 


BLAST score 


42 


E value 


2.0e-14 


ixiaLcn ±enyL.n 


^;9 


^ XUCllLxL.y 


Q9 


AT X "k* t >~* "H t /~\ 

lnuijX uebOx xpi^ioii 


fix dDxciopsxs T^naxxana cfixoiLiosoiue xx oriL. rxjnxu yenonixc 




Q Q mi rt z*' ooTTTO 1 oi~ o Q <i/*m on oo f A t*3 "i Ho'oq t q t'Hal n j^nal 
ocvJLXeiioe/ ov^iLLjLJXe L.e oevJixeiioe |_ ^.x dxjxvj.tw'k^oxo uxicixxdiXd J 


oeq, JNo, 


1 "^7 Q7 n 


Seq, ID 


LIB22-026-Q1-E1-B10 


Method 


BLASTX 


NCBI GI 


g450880 


BLAST score 


636 


E value 


l,0e-66 



16572 



11 



Matcn lengtn 


1Z4 


% identity 


Q Q * ' 


jML-bi uescnpnon 


\Js. I /x_7^J Ilcdl- oliUOJs. L*Uylicil,c /U X l_rli.clJJ-LU.U^oXo Uiict -LXdiict J 


Seq. No. 


1 J / y /I 


beq. -iJJ 


JjiriZZ UZ D DO 


Method 


oLiiiD i A 


NCBI GI 


g3738340 


BLAST score 


412 


E value 


z . ue— 4 u 


MatcJi lengtn 


111 
111 


% identity 


bo 


NCBI Description 


(AuUUoi/U} bJXir syniinase— iiKe protein [HraDiaopsis unaiiana 


Seq. No. 


137972 


Seq. ID 


LilbZz— Uz D— yi— HjI— rSy 


Method 


"DT 7\ C TV 

bLAoiA 


NCBI GI 


g4oo /z /o 


BLAST score 


702 


E value 


2.0e-74 


Match length 


loZ 


% identity 


inn 
lUU 


NCBI Description 


(AC006841) putative vacuolar proton ATPase subunit 




[Arabidopsis thaliana] 


Seq. No. 


137973 


Seq. ID 


LIBZZ-UZD-y'l-Ei-OO 


Method 


BLAbTX 


NCBI GI 


g3289002 


BLAST score 


118 


E value 


6 . Oe-Oo 


Match length 


139 


% identity 


3 


NCBI Description 


{AF073522) CRPl [Zea mays] 


Seq. No. 


137974 


Seq. ID 


T TT300 n O £^ IT 1 Pi^ 

LIBZZ-UZD-yi-iljl-U4 


Method 


■DT TV O rTTV 

BLAblA 


NCBI GI 


^ A c o n /" A 

g4boy by 


BLAST score 


o o o 
zz9 


E value 


5.0e-19 


Match length 


99 


% identity 


46 


NCBI Description 


(U00033) similar to ACV synthetase and other enzymes which 




act via an atp-dependent covalent binding of AMP to their 




substrate [Caenorhabditis elegans] 


Seq. No. 


137 975 


beq. ID 


111 DZ z —U Z D—y 1 1 - £i 1 U 


Method 


rSliAo 1 A 


NCBI GI 


g3 /o /3z4 


DLiAoi score 


0 Q 7 
Zo / 


E value 


9.0e-26 


Match length 


58 


% identity 


100 


NCBI Description 


(AC005167) tetracycline transporter-like protein 




[Arabidopsis thaliana] 



16573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137976 

LIB22-026-Q1-E1-E6 

BLASTN 

g3449321 

63 

4.0e-27 

176 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTGIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



137977 

LIB22-026-Q1-E1-F8 

BLASTX 

g4371286 

102 

6.0e-21 

54 . ^ - ^ 
96 

(AC006260) putative C-terminal RING-finger protein 
[Arabidopsis thaliana] 

137978 

LIB22-027-Q1-E1-A8 

BLASTN 

g2262135 

196 

l.Ge-106 

401 

99 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 

137979 

LIB22-027-Q1-E1-C12 

BLASTX 

gll69228 

215 

3.0e-17 

73 

56 

RNA HELICASE-LIKE PROTEIN DBIO >gi_1084413_pir S42639 

helicase-like protein - Wood tobacco 

>gi_56398 6_dbj_BAA03763_ {D16247) RNA helicase like protein 
DBIO [Nicotiana sylvestris] 

137980 

LIB22-027-Q1-E1-C4 

BLASTX 

g3176687 

666 

3.0e-70 

123 

99 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 



16574 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

137981 

LIB22-027-Q1-E1-C7 

BLASTN 

g3868722 

47 

2,0e-17 

83 

89 

Arabidopsis thaliana BAG T19G15, from chromosome V near 
60.5 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137982 

LIB22-027-Q1-E1-E1 

BLASTX 

g2618687 

260 

9.0e-23 

102 
54 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
137983 

LIB22-027-Q1-E1-F12 

BLASTN 

gl699056 

365 

O.Oe+00 

369 

100 

Arabidopsis thaliana 27 kDa unknown protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137984 

LIB22-027-Q1-E1-G2 
BLASTN 
g2244870 
347 

O.Oe+00 
375 
99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

137985 

LIB22-028-Q1-E1-A3 

BLASTX 

g2809246 

178 

4.0e-13 

66 

48 

{AC002560) F2401.15 [Arabidopsis thaliana] 



ESSA I contig 



Seq. No. 



137986 



16575 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB22-028-Q1-E1-B11 

BLASTN 

g3449330 

381 

O.Oe+OO 

400 

62 

Arabidopsis thaliana genomic DNA, chromosome 3, PI cl 
MDJ14, complete sequence [Arabidopsis thaliana] 

137987 

LIB22-028-Q1-E1-B6 

BLASTN 

g285954 

41 

9 ,06-14 

173 
92 

Human mRNA for KIAA0021 gene, complete cds 



137988 

LIB22-028-Q1-E1-B9 

BLASTX 

g2244762 

304 

9.0e-28 

66 

79 

(Z 97 335) major latex protein 



[Arabidopsis thaliana] 



137989 

LIB22-028-Q1-E1-C2 

BLASTX 

g452470 

490 

l.Oe-49 

99 

99 

(U05218) ATP sulfurylase [Arabidopsis thaliana] 
137990 

LIB22-028-Q1-E1-D4 

BLASTX 

g2459445 

228 

7.0e-19 

103 

24 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 

137991 

LIB22-028-Q1-E1-D7 

BLASTN 

g4235150 

86 

3.0e-41 



16576 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq- ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



# 

90 
99 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 

137992 

LIB22-028-Q1-E1-F11 

BLASTX 

gl076334 

557 

2.0e-57 

108 

100 

hypothetical protein HYPl - Arabidopsis thaliana 
>gi_499168_emb_CAA56145_ (X79707) HYPl [Arabidopsis 
thaliana] 

137993 

LIB22-028-Q1-E1-F5 

BLASTX 

gl399277 

339 

5.0e-32 

62 

100 

(U31836) calmodulin-domain protein kinase CDPK isoform 7 
[Arabidopsis thaliana] 

137994 

LIB22-028-Q1-E1-F8 

BLASTX 

g4490750 

163 

2.0e-ll 

33 

97 

(AL035708) GTP-binding protein GB3 [Arabidopsis thaliana] 
137995 

LIB22-028-Q1-E1-G11 

BLASTX 

g4587550 

187 

4.0e-14 

75 
52 

{AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 

137996 

LIB22-028-Q1-E1-G8 

BLASTX 

g4581146 

426 

4.0e-42 

93 

92 



16577 




NCBI Description (AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq. No, 


137997 


Seq. ID 


LIB22-028-Q1-E1-H12 


Me L no a 


DT ZVQTY 
oliriOi A 




y ^ z-cuo ±*± 


T5T 7\ G T* ar^j^y^cx 

rJijrioi scoire 




ill Vd.J.Ue 


1 . ue ^ X 




1 09 


■6 laenuii-y 


77 


lNv^D± UcoOI. xp LXUXi 


f ZiT.n'^R^Rf^^ ■nni";q"l~ "i vpi nTO'l'Pin f AT?5h»"i dnn<? i s thalianal 


Seq* No. 


137998 


Seq. ID 


LIB22-028-Q1-E1-H7 






LNUJD± K3± 


y ft 10010 4 


DiiAo i scoire 


ou y 




7 no-R9 
/ . ue o^ 


LYiaL-cn ±engL.n 


1 1 Q 
113 


% identity 


o 1 


KIPT5X r^*ao^v*"i 1^+" T rsn 
Di\^LJ± JJcoCX ip LKJll 


/ Siri 1 R 4 R 9 ^ i~ nnn 1 cmTTi pi TP T TKIi mi" i ana 'hr^V^^PUTnl 
^ riJ: J. X J O ^ y L. VJ^^-^x o Uiucx. ci oc x [_ i\Xk^w uxaiia. ua.i^a.^uu.iLj 


o e q . In O * 


1 "^7 QQQ 


Seq. ID 


LIB22-028-Q1-E1-H8 


Method 


BLASTN 


NuBl bl 


g4 o4ozlo 


BLAST score 


0*7 ^ 
Z / 0 


E value 


1 . ue-io4 


LYiaucn lenytn 


Z 30 


% identity 


y y 


NCBI Description 


AraDiQOpsis Lnaiiana cnroin.osoin.e ii d/iu iz^uu genoiuic 




oey^Lieiiv^^/ t^yiLi^xcuc ocy^udioc 




1 '^ftfinn 

1 jOUUU 


Seq. ID 


LIB22-028-Q1-E1-H9 


Method 


BLASTN 


LNL-JdI \j± 


rr "^7097 94 


rsLAoi score 


"51 9 
OlZ 


E value 


1 . ue— 1 / 0 


Match length 




% identity 


lUU 


NCBI Description 


Araoiaopsis tinaiiana genoitiic uwA/ cnroinosoiLie Of ih^u c. 




j\i/riiD^ coiiipieue sequence [■"■-'-^■'^-'-ciopoio i_xxcixxciiici j 


oeq. NO. 


1 joUUl 


oeq. ±u 


IjXID^^ *^X HiX L/O 


Method 


BLASTN 


NCBI GI 


g4581138 


BLAST score 


76 


E value 


6.0e-35 


Match length 


189 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC FlOll genomic 




sequence, complete sequence 



Seq. No. 138002 



16578 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-029-Q1-E1-E12 

BLASTN 

g3241922 

143 

6.0e-75 

167 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138003 

LIB22-Q29-Q1-E1-F2 

BLASTX 

g4588002 

471 

l.Oe-47 

92 

100 

{AF085279) hypothetical ankyrin-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138004 

LIB22-029-Q1-E1-F4 

BLASTN 

g4415905 

261 

l.Oe-145 

261 
100 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138005 


Seq. ID 


LIB22-029 


Method 


BLASTX 


NCBI GI 


g3859595 


BLAST score 


361 


E value 


2.0e-34 


Match length 


79 


% identity 


94 


NCBI Description 


(AF104919 


Seq. No. 


138006 


Seq. ID 


LIB22-029 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


428 


E value 


2.0e-42 


Match length 


102 


% identity 


42 


NCBI Description 


(Z70524) 


Seq. No. 


138007 


Seq. ID 


LIB22-029 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


496 



No definition line found [Arabidopsis thaliana] 



16579 



E value 
Match length 
% identity 
NCBI Description 



2.0e-50 
99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi__984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



o c i.^ • IN w • 


138008 
d. <j \j \j \j 




OSQ^ . J. L/ 


lJJ.ID^iL. \}^Zf i-iX \J-/ 






BLASTX 






rr4 S1 0401 




RT S QT errs "TO 






£j V a J- Li-C 


1 . Oe-54 




M;^'l~ph 1 pncrth 


104 




% identity 


98 




NCBI Description 


(AC006587) putative general negative regulator of 






t ranscrint ion FArabidoDsis thaliana! 




oeg. NO* 


X O 0 UU -7 






J-t±iDZ.^ \J£^Zf HjX Jfl.-? 




Method 


JDXiiiO i A 






g^oucsuoi? 






O U _7 




E value 


D * Ue 




Match length 


62 




% identity 


97 




rMUbi uescription 


{AC005882) 12246 [Arabidopsis thaliana] 




Seq. No. 


138010 




beg. ID 


LIB22-030-Q1-E1-B5 




ft/I _ 4_ 1— — . -0 

Me Lnoa 


BLASTX 




NCBI GI 


g2894306 




Joijiioi score 


396 




lii vaxuc 


l.Oe-38 




Match length 


106 




% identity 


79 




M T3 T n £i c! V* T T T\ 

LNv^Di uescx ipt XUIl 


(AJ223329) ubiquitin extension protein [Nicotiana tabacum] 


Seq. No. 


138011 




oeq. XL/ 


LIB22-030-Q1-E1-B9 




Method 


BLASTX 




NLxii tjX 


g3912953 




nxiAoi score 


163 




E value 


2,0e-ll 




Matcn lengtn 


58 




% identity 


57 




NCBI Description 


PUTATIVE 1-AMINOCYCLOPROPANE-l-CARBOXYLATE DEAMINASE 


(ACC 


DEAMINASE) >gi_325 6439__dbj_BAA29122 . 1_ (APOOOOOl) 32E 


3aa 




long hypothetical 1-aminocyclopropane-l-carboxylate 






deaminase [Pyrococcus horikoshii] 




Seq. No. 


138012 




Seq. ID 


LIB22-030-Q1-E1-C8 




Method 


BLASTN 




NCBI GI 


g2564051 




BLAST score 


318 




E value 


l.Oe-179 





16580 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



318 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD9, complete sequence [Arabidopsis thaliana] 



PI clone: 



138013 

LIB22-030-Q1-E1-D2 

BLASTX 

g2388580 

321 

8.0e-30 

82 

67 

(AC000098) Similar to Sequence 10 from patent 5477002 
{gb_1253956) . [Arabidopsis thaliana] 

138014 

LIB22-030-Q1-E1-D3 

BLASTN 

g2618602 

116 

9.0e-59 

220 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

138015 

LIB22-030-Q1-E1-E1 

BLASTX 

g2702281 

502 

4.0e-51 

112 

50 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

138016 

LIB22-030-Q1-E1-F1 

BLASTX 

g3522939 

674 

4.0e-71 

127 

99 

(AC004 411) putative squamosa-promoter binding protein 
[Arabidopsis thaliana] 

138017 

LIB22-030-Q1-E1-F2 

BLASTN 

g4587641 

287 

l.Oe-160 

287 

100 



16581 



NCBI Description Arabidopsis thaliana chromosome I BAG F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138018 

LIB22-030-Q1-E1-F4 

BLASTX 

g3482977 

603 

6.0e-63 

116 

99 

(AL031369) putative protein [Arabidopsis thaliana] 
138019 

LIB22-030-Q1-E1-G1 

BLASTX 

g3080433 

324 

4.0e-30 

112 

52 

{AL022605) putative gamma-glutamyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138020 

LIB22-031-Q1-E1-A2 

BLASTN 

g3688169 

178 

l.Oe-95 

253 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F26P21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138021 

LIB22-031-Q1-E1-B12 

BLASTX 

g3913379 

414 

l.Oe-40 

77 

100 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi__1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 

138022 

LIB22-031-Q1-E1-C8 

BLASTN 

g3132469 

195 

l.Oe-105 

381 

100 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16582 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138023 

LIB22-031-Q1-E1-D5 

BLASTX 

g4008006 

223 

3.0e-18 

76 

57 

{AF084034) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138024 

LIB22-031-Q1-E1-E3 

BLASTN 

g2914688 

84 

l.Oe-39 

241 

95 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138025 

LIB22-031-Q1-E1-F11 

BLASTX 

g3924613 

484 

7.0e-49 

92 
100 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi_4263512_gb_AAD15338_ (AC004044) hypothetical protein 
[Arabidopsis thaliana] 



138026 

LIB22-031-Q1-E1-F5 

BLASTN 

g4757401 

214 

l.Oe-117 

287 

100 

Arabidopsis thaliana genomic 
MGH6, complete sequence 



DNA, chromosome 3, PI clone 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138027 

LIB22-031-Q1-E1-F8 

BLASTN 

g3985957 

345 

O.Oe+00 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN8, complete sequence [Arabidopsis thaliana] 



PI clone 



16583 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138028 

LIB22-031-Q1-E1-G3 

BLASTN 

g3859658 

130 

6.0e-67 

311 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone T16L1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138029 

LIB22-031-Q1-E1-H9 

BLASTX 

g2827139 

274 

8.06-25 

55 
87 

{AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 04 9343_emb_CAA22568__ (AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138030 

LIB22-032-Q1-E1-C10 

BLASTX 

g3249084 

429 

l.Oe-42 

83 

35 

(AC004473) 
gb_X92750 
gb_Z37223 



Similar to red-1 (related to thioredoxin) 
from Mus mus cuius. ESTs gb_AA712687 and 
come from this gene [Arabidopsis thaliana] 



gene 



Seq. No. 


138031 


Seq. ID 


LIB22-032-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g2829921 


BLAST score 


384 


E value 


2.0e-37 


Match length 


102 


% identity 


81 


NCBI Description 


(AC002291) Hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


138032 


Seq. ID 


LIB22-032-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g4160532 


BLAST score 


297 


E value 


5.0e-27 


Match length 


108 


% identity 


53 


NCBI Description 


{AJ011304) sphingosine-l-phosphate lyase [Homo sapiens] 


Seq. No. 


138033 



16584 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-032-Q1-E1-D6 

BLASTN 

g3510336 

47 

2,0e-17 

59 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

138034 

LIB22-032-Q1-E1-F10 

BLASTX 

g4455787 

206 

2.0e-16 

73 
47 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138035 

LIB22-032-Q1-E1-G9 

BLASTX 

gll61926 

84 

3.0e-ll 

53 

72 

(U34392) 
max] 



alpha-carboxyltransf erase aCT-1 precursor [Glycine 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138036 

LIB22-032-Q1-E1-H11 

BLASTN 

g4262221 

143 

l.Oe-74 

297 

99 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138037 

LIB22-033-Q1-E1-C4 

BLASTN 

g4544405 

363 

O.Oe+OO 

363 

100 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 



Seq. No, 
Seq. ID 
Method 



138038 

LIB22-033-Q1-E2-A9 
BLASTN 



16585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2979540 
320 

l.Oe-180 

320 

100 

Arabidopsis thaliana chromosome II BAG F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138039 

LIB22-033-Q1-E2-B12 

BLASTN 

g3702731 

233 

l.Oe-128 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138040 

LIB22-033-Q1-E2-C12 

BLASTX 

g3142302 

486 

3.0e-4 9 

101 

66 

(AC002411) Strong similarity to myosin heavy chain 
gb__Z34293 from A. thaliana. [Arabidopsis thaliana] 

138041 

LIB22-033-Q1-E2-F11 

BLASTX 

g2262167 

546 

3.0e-56 

104 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138042 

LIB22-033-Q1-E2-G9 

BLASTN 

g3789706 

263 

l.Oe-146 

360 

100 

Arabidopsis thaliana chromosome 1 BAG F15K9 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



138043 

LIB22-034-Q1-E2-A1 

BLASTX 

g3880145 

207 



16586 




E value 


l.Oe-16 


Match length 


85 


% identity 


ft D 


NCBI Description 


(^Dooiy; siiTiixar co tyrosine speciric protzem pnospnatas* 




cDNA EST yk460c9.5 comes from this gene [Caenorhabditis 




elegans ] 


Seq. No. 


1 o A yi A 




T TU99 — D'^jd— ni — P9— R7 
LiXDZZ UO^ vl -t-J^ -tJ / 


ixie unou. 


OioriO X A. 


NCBI GI 


g4558665 


BLAST score 


203 


Hj va±ue 


ft . Ue ID 


Match length 


yo 


% identity 


A Q 


NCBI Description 


vAbUU/uooj putzatiive wniue protein [-"-rauiaopsis unaiianaj 


Seq. No. 


1 O Q n /I R 


oeq. IJJ 


LiXD4£.Z Ujfi yi lljZ n(5 


L\ie unoa 


DliriO i IN 




y fi ft OOOZ 1 


BLAST score 


49 


E value 


6.0e-19 


Match length 


14 0 


% identity 


O A 

o4 


NCBI Description 


Arafoidopsis thaliana DNA chromosome 4, BAC clone F4I10 




(bibbAii project:) 


Seq. No. 


138046 


beq. ID 


T Tooo n "3 /I iro 
lillizz— Uo4— (Jl— HjZ— Uo 


Method 




JNUBl Cjl 


gozUiDUo 


BLAST score 


45 


E value 


l.Oe-16 


Matcn lengtn 


1 n Q 

luy 


^ identity 


o c 
OO 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7F1 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


l^oU4 / 


beq. iJJ 


Xj 1 D/i Z — U J 4 — y 1 — hj^i — iHj X ^ 


Method 


■QT a CT>M 

nXiAb 1 IN 


NLBl bl 


g4 4 Dyuu^ 


BLAST score 


256 


E value 


l.Oe-142 


Match length 


2oo 


% identity 


48 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 




(ESSA project) 


Seq. No. 


138048 


O Cv.^ . J. L.* 




Method 


BLASTN 


NCBI GI 


g4586098 


BLAST score 


191 


E value 


l.Oe-103 


Match length 


251 



16587 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



138049 

LIB22-034-Q1-E2-E8 

BLASTN 

g4589445 

214 

l.Oe-117 

334 

91 

Arabidopsis thaliana genomic 
MWL2, complete sequence 



F16J13 



DNA, chromosome 3, PI clone; 



138050 

LIB22-G34-Q1-E2-F10 

BLASTN 

g4049332 

144 

2.0e-75 

230 

94 

Arabidopsis thaliana 
(ESSAII project) 

138051 

LIB22-034-Q1-E2-F11 

BLASTN 

g2244829 

319 

l.Oe-179 

343 

98 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, BAG clone F8B4 



DNA chromosome 4, ESSA I contig 



138052 

LIB22-034-Q1-E2-G12 

BLASTN 

g3413696 

227 

l.Oe-124 

413 

99 

Arabidopsis thaliana chromosome II BAG T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138053 

LIB22-034-Q1-E2-H1 

BLASTN 

g4092471 

194 

l.Oe-105 

363 

100 

Arabidopsis thaliana BAG F9M13 from chromosome IV near 21.5 



16588 





cM. coiTiDlete secruence 


O C • LN (J • 


X J o vj J 1 


Seq. ID 


LIB22-034-Q1-E2-H8 


Mp1"hinH 




NCBI GI 


g2244884 


BLAST score 


131 


iL va.j_ue 








^ iQenT_iL.y 


Q1 


O JL' ^ ^ O ^ ^ L. .X. V>> 1 J. 


\ i-l ^ 1 ^ ^ \J 1 \Jl _L_ U-V^V^t? y J_ U' J- C4.1 1 k-l J_ \^ J_ U u7 V? 




X O O v J 


55^rr ID 

k_/ * _L 1> 


LIB22-035-O1-E1-B11 


Method. 


BLASTX 


NCBI GI 


a3046694 


BLAST score 


191 


E value 


7.0e-15 


lid L-Oll -LtZli^ L.li 


54 








^riJjUZZi.Z*± / VdOUUldl. oU-L Lilly 






o e cj . i\ o . 


X JO UOD 


Qorr Tn 


XjXij^Z. UOJ HjX Jj^ 


Mci"H hoH 




NCBI GI 


g3292829 


BLAST score 


180 


E value 


o . ue X J 


LYiatcn xengLii 


Q 9 


% identity 


ou 




yriXiUJXUXOy pUL-dUXVc £JX(JL.cXIi 






• XL/ 




Mpt hod 


BLASTX 


NCBI GI 


gl402916 


BLAST score 


470 


E value 


3,0e-47 


Match length 


90 


% identity 


100 



NCBI Description 



(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_einb_CAA67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138058 

LIB22-035-Q1-E1-C3 

BLASTN 

g4432847 

130 

7.0e-67 

359 
99 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138059 



16589 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-035-Q1-E1-E1 

BLASTX 

g2997755 

211 

6.0e-17 

118 

39 

(AF054823) TFIIH transcription/DNA repair factor p52 
subunit [Mus musculus] 



Seq, No. 


138060 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4ooUo Jl 


BLAST score 


550 


E value 


l.Oe-56 


Match length 


125 


% identity 


86 


NCBI Description 


{AF036309) scarecrow-like 14 [Arabidopsis thaliana] 


Seq. No. 


138061 


Seq. ID 


LIB22-035-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


g3559805 


BLAST score 


213 


E value 


l.Oe-45 


Match length 


105 


% identity 


88 


NCBI Description 


(AJ006787) putative phytochelatin synthetase [Arabid 




thaliana] 


Seq. No. 


138062 


Seq. ID 


LIB22-035-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g4 / D JDOO 


BLAST score 


320 


E value 


l.Oe-29 


Match length 


118 


% identity 


86 


NCBI Description 


(AL049751) putative protein [Arabidopsis thaliana] 


Seq. No. 


138063 


Seq, ID 


LIB22-035-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g2245110 


BLAST score 


262 


E value 


6.0e-23 


Match length 


49 


% identity 


98 


NCBI Description 


(297343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



138064 

LIB22-036-Q1-E1-A11 

BLASTN 

g3241926 

200 

l,0e-108 



16590 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

204 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 



138065 

LIB22-036-Q1-E1-C12 

BLASTN 

g4589415 

70 

3.0e-31 

175 

93 

Arabidopsis thaliana genomic DNA, 
K14A3, complete sequence 



chromosome 5, TAG clone 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138066 

LIB22-036-Q1-E1-G1 

BLASTX 

g4583544 

203 

6.0e-16 

46 

85 

(Z95637) acyl-CoA: l-acylglycerol-3-phosphate 
acyltransf erase [Brassica napus] 



Seq. No. 


138067 


Seq. ID 


LIB22-036-Q1-E1-G11 


Method 


BLASTN 


NCBI GI 


g4732167 


BLAST score 


89 


E value 


l.Oe-42 


Match length 


212 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F28D6 


Seq. No. 


138068 


Seq. ID 


LIB22-037-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


gl791309 


BLAST score 


178 


E value 


l.Oe-13 


Match length 


37 


% identity 


95 


NCBI Description 


{U83500) cystathionine gamma- synthase 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



thaliana] >gi_2852454_dbj_BAA24 699_ (AB010888) 
cystathionine gamma-synthase [Arabidopsis thaliana] 

138069 

LIB22-037-Q1-E1-C8 

BLASTX 

gll68470 

410 

4.0e-40 

82 
100 



16591 



NCBI Description 



PROTEIN KINASE APKIA >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No» 


1 m Pi 
1 JoU / U 


Seq. ID 


T tdoo ht? r\'\ _.T?1 — nO 
LirJzZ-Uo /-yi-Hjl-JJZ 


Method 


TDT 7\ OnrV 

bLAbi A 


NCBI GI 


g4 4 oo 0 u / 


BLAST score 


A '31 
4o / 


E value 


o . Ue-4o 


Match length 


X J 1 


% identity 


0 0 


NCBI Description 


(AL035601) cytochrome P450 monooxygenase-like 




[Arabidopsis thaliana] 


Seq. No. 


1 o o n "7 1 


Seq. ID 


LIBzZ-Oo /-Ql-El-r4 


Method 


BLASTX 


NCBI GI 


g2632103 


BLAST score 


449 


E value 


4 . Oe-45 


Match length 


O f 

oo 


% identity 


99 


NCBI Description 


(Z98759) arginyl-tRNA synthetase [Arabidopsis 


Seq, No. 


"1 o rt r\ "~7 o 

138072 


Seq. ID 


LIB22-037-Q1-E1-HO 


Method 


BLASTX 


NCBI GI 


gl906u00 


BLAST score 


IT O A 

530 


E value 


3 . Oe-54 


Matcn lengtn 




% identity 


A O 

88 


NCBI Description 


(uyu4Zo; Dlue copper— Dinamg prorem ii [iiraD 




thaliana] 


Seq. No. 


1 O O A T 

1 Jo U I O 


Seq. ID 


LIB22-U3o-Ql-El-Bo 


Method 


BLASTN 


NCBI GI 


— /liri A*! A"^ 

g4519193 


BLAST score 


127 


E value 


5.0e-65 


Match length 


422 


% identity 


A A 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDCll/ complete sequence 


Seq. No, 


138074 


Seq. ID 


LIB22-038-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


g3859658 


BLAST score 


155 


E value 


5.0e-82 


Match length 


199 


% identity 


94 



16592 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone T16L1 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138075 

LIB22-038-Q1-E1-F4 

BLASTN 

g4757407 

32 

l.Oe-08 

75 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD19, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138076 

LIB22-038-Q1-E1-G10 

BLASTN 

g4757388 

36 

l.Oe-10 

161 

80 

Arabidopsis thaliana genomic 
F15L12, complete sequence 



DNA, chromosome 5, PI clone 



Seq. No. 


1 *D o n T? 

looO 7 / 


beq. ID 


T TT300 mo r\'\ Ti -.r'l o 


Method 


BLASTX 


NCBI GI 


g4415908 


BLAST score 


278 


E value 


9.0e-25 


Match length 


95 


% identity 


54 


NCBI Description 


(AC006282) unknown protein [Arabidopsis 


Seq. No. 


138078 


Seq. ID 


LIB22-038-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


gl702987 


BLAST score 


553 


E value 


6.0e-57 


Match length 


122 


% identity 


93 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 PHI >gi_14 93805 




protein phi chain [Arabidopsis thaliana] 




(AF001414) 14-3-3-like protein GF14 phi 




thaliana] 


Seq. No. 


138079 


Seq. ID 


LIB22-038-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g2506048 


BLAST score 


391 


E value 


O.Oe+00 


Match length 


391 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA for alternative 



(L09111) GF14 
>gi_2232146 
[Arabidopsis 



(AOXlc 



16593 



gene) , complete cds 



oeq , iNO . 


X J O iJ o u 


oeq. IJJ 


XiXO^^ \J 'J Zf Sfc-'- i-jx J. ^ 


Method 


BLASTX 


NCBI GI 


g2088654 




216 


vd.J.U.c 


• X / 


ria.i-cn xengun 


fid 








^AFnnc>ingi fiO*^ aridlr ribosomal orotein PO isolOG 




|_raX ClJJXU.vJ^O X O L.iiCLXXClilCt. J 


oecj • InO • 


X ^ O UO X 


Q^/-r TVS 


XjXID^^ U J >7 W-l- 


Method 


BLASTN 


NCBI GI 


g4185128 




14 6 




9 ^ oe-77 




1 70 
X / u 








a-r^ihii Hnnc*-! o i-halisn;^ phrnmo^^ome II Pi MSF3 CTenoiuic 






oe<5* i-^o . 


X O O U U ^ 


Seq. ID 


LIB22-039-Q1-E1-C5 


Method 


BLASTX 


NL-IdX \3L 


gX3X034U 


BXjAbi score 




E va lue 


z • ue o J 


Match length 


/ X 


% identity 


O / 


NCBI Description 


/nCQ/ITQV r7r^D_i-»ln/^*^c5£i /AaiVwrr^'r' rsm^r\ a T fZl T Tics Tin V 1 

\UooyXcsj uuir gxucose oenycix ogeiicibc i^^axycxiits iitct^ij 


oeq. iNO. 


xo o u o o 


oeq. xu 


XiXJD^^ \J ^ y ^X J-iX k^/ 


Method 


BLASTN 


NCBI GI 


g3402745 


nJ-irio i score 


^ -/ J 


E value 


X • ue X DO 


Match length 


oxo 


-6 iu.enTixTi.y 


O D 


nljdi uescrxprion 


Zi-K-aK-i /^r^-r^an c -hT-ial \ arta DMA r'lrmTnoc'OTnA A RAP p1 OTlf^ Rl 
r^raUXLlUpoXo UiiclXXcllIct UVic\ L*liX Ui.lH-' ovjiuc; If xjri-V./ L-/Xwiic; i. -luj.jw' 




^tiboiixx projecT-j 


o ^ . LS\J 9 


138084 
ji, <j \j \j \j ^ 


Seq. ID 


LIB22-039-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


246 


E value 


l.Oe-136 


Match length 


369 


% identity 


100 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJl, complete sequence [Arabidopsis thaliana] 



Seq. No, 



138085 



16594 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-039-Q1-E1-E9 

BLASTN 

g4519187 

198 

l.Oe-107 

389 

99 

Arabidopsis thaliana genomic DNA, 
K1G2, complete sequence 



chromosome 3, TAC clone: 



138086 

LIB22-039-Q1-E1-F1 

BLASTX 

g730526 

205 

l.Oe-16 

35 
100 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 

138087 

LIB22-039-Q1-E1-F11 

BLASTN 

g4558521 

63 

2.0e-27 

101 

93 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

138088 

LIB22-039-Q1-E1-F7 

BLASTN 

g2351062 

295 

l.Oe-165 

328 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

138089 

LIB22-039-Q1-E1-F9 

BLASTN 

g2642152 

157 

4.0e-83 

235 

97 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138090 



16595 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-039-Q1-E1-G12 

BLASTN 

g4006885 

137 

5.0e-71 

386 
100 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 cont 



Seq. No. 


1 "3 Q n Q 1 


Seq. ID 


ijlD^iZ — U J y yi iIjI ri-L 


Method 


QT 7\ OTV 

JDljAb 1 A 


NCBI GI 


gzo yDOlU 


BLAST score 


395 


E value 


l.Oe-38 


Match length 


'1 o 

/ o 


% identity 


lUU 


NCBI Description 


(AF0332u4) putative pectin me unyiest: erase 




tnaiiana J 


Seq. No. 


138092 


Seq. ID 


LIB22-0oy-Ql-El-n4 


Method 


BLASTX 


NCBI GI 


g4049399 


BLAST score 




E value 


l.Oe-52 


Match length 


96 


% identity 


100 


NCBI Description 


(Y09581) FR02 [Arabidopsis thaliana] 


Seq. No. 


138093 


Seq. ID 


LIB22-039-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2384673 


BLAST score 


426 


E value 


5.0e-42 


Match length 


81 


% identity 


100 


NCBI Description 


(AF012658) putative potassium transporter 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138094 

LIB22-040-Q1-E1-A5 

BLASTX 

g2897946 

150 

l.Oe-09 

115 

37 

(AF007544) prostate-specific membrane antigen [Homo 
sapiens] 

138095 

LIB22-040-Q1-E1-B6 

BLASTX 

g2642448 



16596 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

5.0e-22 

57 

40 

{AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (ACG04401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138096 

LIB22-040-Q1-E1-C7 

BLASTN 

g4559375 

261 

l.Oe-145 

321 

95 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138097 - ' 

LIB22-040-Q1-E1-E11 

BLASTN 

g3212846 

243 

l.Oe-134 

418 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138098 

LIB22-040-Q1-E1-E12 

BLASTN 

gl402907 

160 

7.0e-85 

160 

100 

A. thaliana mRNA for peroxidase, 



prxr3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138099 

LIB22-040-Q1-E1-G1 

BLASTN 

g4519193 

201 

l.Oe-109 

245 

96 

Arabidopsis thaliana genomic DNA, 
MDCll, complete sequence 



chromosome 3, PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



138100 

LIB22-040-Q1-E1-G8 

BLASTN 

g3193282 

44 

l,0e-15 



16597 



Match length 128 

% identity 84 

NCBI Description Arabidopsis thaliana BAG T14P8 

Seq. No- 138101 

Seq. ID LIB22-041-Q1-E1-A12 

Method BLASTX 

NCBI GI g3063472 

BLAST score 623 

E value 4.0e-65 

Match length 116 

% identity 99 

NGBI Description (AC003981) F22013.34 [Arabidopsis thaliana] 




Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138102 

LIB22-041-Q1-E1-A9 

BLASTN 

g4757417 

130 

3.0e-67 

166 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138103 

LIB22-041-Q1-E1-B5 

BLASTX 

g2499608 

475 

9.0e-48 

118 

81 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 4 (MAP KINASE 4) 

(ATMPK4) >gi_2129645_pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457400_dbj__BAA04867_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138104 

LIB22-041-Q1-E1-B6 

BLASTX 

g3193309 

148 

4.0e-24 

83 

77 

(AF069300) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138105 

LIB22-041-Q1-E1-B9 

BLASTX 

g4469023 

528 

5.0e-54 

118 

85 



16598 



NCBI Description (AL035602) putative protein [Arafoidopsis thaliana] 



oecj • LNO . 


1 i. U D 




T TR99 — HAI —HI — Fl — P4 
J-ilDZZ U^l vl ■l-'l 


Method 


BLASTN 


NCBI GI 


g4519190 


Dijiio i score 


Its 0 


E value 


1 o<r^ inn 
1 . ue— lUU 


Match length 




% identity 




Wuni uescnprion 


Arabidopsis thaliana genomic DNA, chroiuosonie 5, TAG c. 




K6A12, complete sequence 


O c LJ • LN U . 


loo J. u / 


Qcirf T n 
oeq. lU 


T TnO'7_n/i 1 _m —iri — 
Liiozz U4 1 yi Jiji~uy 


Method 


BLASTN 


NCBI GI 


g2980787 


DLiiioi score 




E value 


1 . ue— llU 


Match length 


Q O T 


% identity 


inn 
lUU 


NuBl Description 


Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 




(ESSAII project) 


oeq • LNO . 


loo lUo 


Seq. ID 


LIB22-041-Q1-E1-D11 


Method 


BLASTX 




gJU Dofoyl 


BLAST score 


o o o 
ZZZ 


E value 


1 . ue-lo 


Matcn lengtn 




-6 Identity 


84 


NCBI Description 


{AL022537) putative protein [Arabidopsis thaliana] 


beq. WO- 


1 "30 1 HQ 

loo luy 


oeq, lu 


T TXiOO — HA 1 —r\l _T?1 —PO 
lilrS^iZ U4 1 (Jl HjI vaZ 


Method 


BLASTN 


NCBI GI 


g4567237 


BLAST score 


o c o 

zoo 


E value 


1 n^ 1 /! "3 
1 . ue— 14o 


Match lengtn 


o n fi 

ouy 


-6 iQenumy 


yo 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T22F11 genomic 




sequence, complete sequence 


Ot^q • Lnu . 


1 Qpi 1 n 

lOO 1 lU 


Seq, ID 


LIB22-042-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


gl34976 


BLAST score 


42 


E value 


6,0e-43 


Match length 


90 


% identity 


100 



NCBI Description 



GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir S12042 

glucose transport protein STPl - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 



16599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138111 

LIB22-042-Q1-E1-C5 

BLASTN 

g633027 

244 

l.Oe-135 

244 

100 

Arabidopsis thaliana mRNA for protein phosphatase 2C 
138112 

LIB22-042-Q1-E1-F3 

BLASTX 

g2576361 

600 

2.0e-62 

112 

100 

{U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

138113 

LIB22-042-Q1-E1-H11 

BLASTX 

g99697 

713 

l.Oe-75 

135 
99 

glutamate — ammonia ligase (EC 6,3.1.2), cytosolic (clone 
lambdaAtgsr2) - Arabidopsis thaliana 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138114 

LIB22-043-Q1-E1-B5 

BLASTX 

g4454049 

225 

l.Oe-18 

60 

80 

(AL035394) 98b like protein [Arabidopsis thaliana} 
138115 

LIB22-043-Q1-E1-B6 

BLASTX 

g2144191 

151 

8.0e-10 

82 

46 

glucan 1, 4-beta-glucosidase (EC 3.2.1.74) - Microbispora 
bispora >gi_149826 (L06134) glucan-glucohydrolase 
[Microbispora bispora] 



Seq, No. 
Seq. ID 



138116 

LIB22-043-Q1-E1-C1 



16600 



Method 


BLASTX 


NCBI GI 


gl28405 


BLAST score 


284 


E value 


l,0e-25 


Match length 


75 


% identity 


71 


NCBI Description 


NODULIN 




soybean 




1-201) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Glycine max] 
138117 

LIB22-043-Q1-E1-C10 

BLASTN 

g4469002 

91 

5.0e-44 

134 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



iodulin-21 - 
nodulin-21 (AA 



BAC clone T29A15 



138118 

LIB22-043-Q1-E1-C12 

BLASTX 

gll70373 

686 

l.Oe-72 

133 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



138119 

LIB22-043-Q1-E1-C5 

BLASTN 

g2760168 

259 

l.Oe-144 

384 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



138120 

LIB22-043-Q1-E1-C9 

BLASTX 

g4522003 

466 

9.0e-47 

90 

100 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
138121 

LIB22-043-Q1-E1-D11 



16601 



lie \^11.\J\J. 




NCBI GI 


al490554 

^ ^ ^ ^ w ^ ^ ^ 


BLAST score 


401 


E value 


4.0e-39 




O X 


O ^ iu4.^ 1 1 _L. L> y 


100 




^uDODooy o aUeiiooyxiue unxonxrie a.ecaxjjoxy±as© [fT.x ajDxQops. 




thai 1 sn^^l 


o c • iN (J • 


1 -5Q1 OO 
XOO X^i z 




T.TR99 — 04*^— m -F1 0 

XiXDZi UrtO (j^x HiXU 


Method 


BLASTX 


NCBI GI 


gl063415 


BLAST score 


624 


K V3 1 1 1 P 




Mr5i~ph 1 pnrrt"h 


118 




1 on 


NCBI Description 


fL4n94Rl K+ chsnnpl nrrfhein f Ar;=3h>'i Hnnc^ "i <=< 1 i ;^rr;^ 1 

\ JLI^ \J -/ ^ U f L\ I K^i IdXilieX ^XVa^l^eXll L .f^X ClJh^X vJ.k^jk> OXo L.iiClXXCLiiCl.J 




X O O X Z J 


Sea TD 


T,TR99-n4'^-ni -F1 -"P^ 

XlXX)^^ U 1 J W-l- 1-jX £j U 


Method. 


BLASTX 


NCBI GT 


yx / wvJtux 


BLAST score 


474 


F, V3 1 1 1 p 

i— 1 V d-L. Lie 




Match length 


113 


% identity 


85 


1* "D T ^ c 'y 1 ^ t 
LNODX UfcJoOX X^ LxUIl 


Iriti—HriXiSJU HL^XU n I UKUXiAo-Cj nULYlUijUva X IrKiljUUKovJK >qi yUZ/o. 




^u^io/z^oj xjjXjX L-"-raDxaopsxs unaxxanaj 




^gi_^y^xozy go i4AUU4ooo,x vArU4/Uoi; iaa.— araxno acia 




nyaroxase L/iraoiaopsxs unaxxanaj 


O c • IN O • 


1 "^Q 19/1 
XhJO XZ 4 


Qprr TD 


T.TR99 — 04 ni — F1 — F1 9 
XiXJDZZ UfiJ yx ILX r xz 


Method 


BLASTN 


NCBI GI 


g4678219 


BLAST score 


193 


E value 


l.Oe-104 




o z ^ 


O XLiCilUXL.^ 


ft9 


i>J\^IjX i^'GoOX XjpL.xQIl 


iiraDxaopsis unaxxana cnroniosoine ii bal- ryuzz genoiuic 








X OOXZD 


Sea TD 


T.TR99 — 04 ni -F1 — R1 1 
xixo^^ Urij ^x HiX nxx 


Method 


BLASTX 


NCBI GI 


g99741 


BLAST score 


328 


E value 


1 Oo— "^0 

X * ue— 


r'iciut-.ii Xcnyun 


1 ^0 


^ laentiuy 


ZD 


NCBI Descrinfion 


P— <t1 0"Pi T" o 1" p "i n T^rrT^I — Ziyal^n /S^^t^qt o "hVijal i aria 
X y X y »«^v_/^x i_cxii ^y^x i-ix ciiJX\j.u^o Xo Liicixxcixicl 


Seq. No. 


138126 


Seq. ID 


LIB22-044-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


g2244829 



16602 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



401 

O.Oe+00 

401 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

138127 

LIB22-044-Q1-E1-G8 

BLASTX 

g2160156 

660 

l.Oe-69 

122 

100 

{AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb_Z73100) . [Arabidopsis thaliana] 



138128 

LIB22-044-Q1-E1-H1 

BLASTN 

g2760829 

245 

l-Oe-135 

349 

100 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138129 

LIB22-044-Q1-E1-H10 

BLASTN 

g3241917 

96 

l.Oe-46 

275 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 

138130 

LIB22-045-Q1-E1-A8 

BLASTX 

g4587547 

243 

l.Oe-20 

86 

53 

{AC006577) Contains similarity to DNA-binding protein Gt-2 
gb_X68261 from Oryza sativa. [Arabidopsis thaliana] 

138131 

LIB22-045-Q1-E1-B2 

BLASTX 

gll6923 

143 

5.0e-09 



16603 



Match length 


48 


% identity 


54 


NCBI Description 


COATOMER BETA "^TIRrTNTT fRFTA— POaT PPflTPTM^ ^ RTTTZi— 




>ai 111414 nir S1 '^^90 hpta-fnP nrot-^ii n - -r^f- 




>rri ^Rfil Q fiiTnh PAAAfmO'^ /YR799Q^ Ko-ha PHD rD-j-h-t-nf-. 
-^y-'- -J 'JO J.:? trllLU O/lrt.'iUOUO VAO/ZZOJ Oena UUir [ -t^-a-t-LUS 




norvegicus ] 


Sea No 


138132 


Seq. ID 


LIB22-045-O1-E1-R7 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


200 


E value 


l.Oe-15 


Match length 


85 


% identitv 


54 


NCBI Description 


fU37840) liooxvaenase FTiVpnnprc^i nnn *=c:r'n 1 A-ni-nTnl 


Seer No 


X O O ± *J o 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


230 


E value 


l.Oe-126 


Match 1 enath 


365 


% identitv 


100 




^^aoiuopsis unaxiana cnromosoitie ii dAC rl/rlXo genomic 




ocv^uciioc/ ouiupxcL-c ot;t^u,tixiQ-.t? [■"■J-a.jjiu.ops 15 tnaiianaj 


Sea Nn 


1 "^Rl "^d 

X ±0 4 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


549 


E value 




Match length 


117 


% identity 


90 


NCBI Description 


(AB007907) 6-phosphogluconate dehydrogenase [Glycine max 


Seq. No. 


138135 


Seq. ID 


LIB22-045-Q1-E1-F5 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3360289 

343 

3.0e-32 

139 

43 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138136 

LIB22-045-Q1-E1-F7 

BLASTN 

g2072987 

51 

l.Oe-20 

51 

100 



16604 



11 



NCBI Description Arabidopsis thaliana putative G-protein-coupled receptor 
(GCRl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138137 

LIB22-045-Q1-E1-G6 

BLASTX 

g3935177 

666 

4.0e-70 

137 

94 

{AC004557) F17L21.20 



[Arabidopsis thaliana] 



138138 

LIB22-045-Q1-E1-H3 

BLASTN 

g3766106 

338 

O.Oe+00 

338 

100 

Arabidopsis thaliana chromosome 1 BAC F9K20 
complete sequence [Arabidopsis thaliana] 



sequence^ 



138139 

LIB22-046-Q1-E1-A1 

BLASTX 

gl076331 

180 

2.0e-13 

74 

49 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 

138140 

LIB22-046-Q1-E1-D3 

BLASTX 

g2674107 

140 

l.Oe-08 

60 
48 

(AF023451) guanine nucleotide-exchange protein [Bos taurus] 



138141 

LIB22-046-Q1-E1- 

BLASTX 

gl669387 

537 

5.0e-55 

99 

100 

{U41998) actin 2 



D8 



[Arabidopsis thaliana] 



16605 



C • IN vj • 


1 -30 1 A 0 

±oo J. ^ Z 


9prr TD 

O C • J. u 




Me 1" hod 




NCBI GI 


g4678337 


BLAST score 


612 




0 • ue~ q4 




ion 
xz u 




inn 




i/UjU4yDoo; putatxve protein LAraDiaopsis thaliana] 


oecj . JNO . 




O^C • XL/ 






£5J_Lrt.O 1 A 


NCBI GI 


g3136336 


BLAST score 


344 


Hj V d-L Llcr 


1 Hci- '59 

1 • ue oz 




fi 1 


^ XQJ.ciiL J. L.y 


A A 


NCBI Dp r r "i nt* 1 nn 


^/iruofiooz; caxinoauxin, uam [Apiuiti graveolensj 


O t5 . WO. 


1 14 4 


Seq. ID 


T T"R99 — H/l ^^— rM — T?1 — TTR 




JDJ_iriO 1 A 


NCBI GI 




BLAST score 


147 


F! 1 n p 




Match length 


71 


% identity 


77 


i>i\^DL uescnpLion 


HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi 1072473_pir S4 




heat shock cognate protein 70-1 - Arabidopsis thaliana 




>gi_397482_einb_CAA52684_ (X74604) heat shock protein 7i 




cognate [Arabidopsis thaliana] 


oeq . JNO . 


lool45 




L1B^z-u4d-Q1-E1-G12 


Mpi~ Hod 


T3T ZiQTKf 
DJjfiO i. IN 


NCBI GI 


g2088638 


BLAST score 


344 


E value 


O.Oe+00 


Match length 


356 


% identity 


99 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138146 

LIB22-047-Q1-E1-A10 

BLASTN 

gl931636 

119 

2.0e-60 

191 

98 

Arabidopsis thaliana BAC T19D16 genomic sequence 
138147 

LIB22-047-Q1-E1-B11 
BLASTX 



16606 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3258572 
215 

7.0e-22 

71 
79 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
138148 

LIB22-047-Q1-E1-C4 

BLASTX 

g267073 

536 

5.0e-55 

99 

99 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

138149 

LIB22-047-Q1-E1-D5 

BLASTX 

gl890352 

435 

3.0e-43 

81 

55 

(X91398) transcription factor L2 [Arabidopsis thaliana] 
138150 

LIB22-047-Q1-E1-G2 

BLASTN 

g3449315 

193 

l.Oe-104 

368 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K23L20, complete sequence [Arabidopsis thaliana] 

138151 

LIB22-04 8-Q1-E1-B3 

BLASTN 

g4455321 

233 

l.Oe-128 

266 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4I10 
(ESSAII project) 

138152 

LIB22-048-Q1-E1-C11 

BLASTX 

gl66765 

584 



16607 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-60 

111 

100 

{M23106) 



heat shock protein HSP70-1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



138153 

LIB22-048-Q1-E1-D11 

BLASTX 

g231536 

620 

8.0e-65 

124 

100 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040__ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

138154 

LIB22-048-Q1-E1-D9 

BLASTX 

g4512615 

686 

2.0e-72 

133 

100 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus, EST gb_F14478 
comes from this gene. [Arabidopsis thaliana] 

138155 

LIB22-048-Q1-E1-E11 

BLASTX 

g4567286 

322 

7.0e-30 

59 

60 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 

138156 

LIB22-048-Q1-E1-G10 

BLASTX 

g2961390 

600 

2.0e-62 

111 

100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

138157 

LIB22-048-Q1-E1-G3 



16608 



Method 


m 

BLASTX 


NCBI GI 


g2995943 


BLAST score 


169 


E value 


6,0e-12 


Match length 


96 


% identity 


43 


NCBI Description 


(AF053560 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



cytochrome c oxidase subunit Vb precursor 
[Mesembryanthemum crystallinuiti] 

138158 

LIB22-04 9-Q1-E1-A7 

BLASTN 

g4519193 

121 

2.0e-61 

418 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDCll, complete sequence 

138159 

LIB22-049-Q1-E1-B3 

BLASTN 

g3449316 

277 

l.Oe-154 

417 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9D7, complete sequence [Arabidopsis thaliana] 

138160 

LIB22-04 9-Q1-E1-B5 

BLASTX 

g4191782 

673 

5.0e-71 

140 

91 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 
138161 

LIB22-049-Q1-E1-F3 

BLASTX 

g4586053 

205 

2.0e-16 

56 

59 

(AC007020) putative lacasse [Arabidopsis thaliana] 
138162 

LIB22-050-Q1-E1-B4 

BLASTN 

g3668073 

200 

l.Oe-108 



16609 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 
100 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138163 

LIB22-050-Q1-E1-H2 

BLASTX 

g629669 

142 

3.0e-09 

74 

41 

hypothetical protein - tomato 
138164 

LIB22-051-Q1-E1-B7 

BLASTX 

gl403134 

413 

l.Oe-40 

83 
98 

(X98453) peroxidase [Arabidopsis thaliana] 
138165 

LIB22-051-Q1-E1-C6 

BLASTN 

g4490324 

93 

l.Oe-44 

219 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9A14 



138166 

LIB22-051-Q1-E1-E3 

BLASTN 

g4249393 

211 

l.Oe-115 

419 
99 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138167 

LIB22-051-Q1-E1-F11 

BLASTN 

g3241927 

35 

4.0e-10 

88 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTE17, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138168 

LIB22-051-Q1-E1-F3 

BLASTN 

g3449325 

246 

l.Oe-136 

285 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K16H17, complete sequence [Arabidopsis thaliana] 

138169 

LIB22-051-Q1-E1-G9 

BLASTN 

g2584827 

123 

3.0e-63 

123 

100 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

138170 

LIB22-052-Q1-E1-A7 

BLASTN 

g2564044 

279 

l.Oe-155 

407 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 

138171 

LIB22-052-Q1-E1-A8 

BLASTN 

g4490291 

135 

3.0e-70 

156 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

138172 

LIB22-052-Q1-E1-B11 

BLASTX 

gl702986 

464 

2.0e-4 6 

95 

99 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
Chi chain [Arabidopsis thaliana] 
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*J ■ J.N W • 


X O O X / o 


Sea ID 


lj_L£3^^ UJ<£. ■'-'X Dri 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


450 


i-» V Cl-l- Us? 






lift 
X X o 




77 


NCBI Descrinl- 1 nn 


\ J. \j / zf\jj.f vjuxr do oi»JOXa u tJLl XliliXJJX uOX 


O O VJ • LN ■ 


1 TOT 7^ 
X O O X / ^ 


Seq. ID 


XiXDil^ yX ILiX UX 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


350 


E value 


O.Oe+00 




o o u 




o 




Arabidopsis thaliana genomic DNA, 
liuv^^vj/ ouiiipxfcJL-c ocqutsiioc L**xaDXQ.Ok 




loo X Id 




XiXl5iC;Z U3Z tj^X £*X U4 


Method 




NCBI GI 


gl20675 


BLAST score 


486 


E value 


4.0e-49 


Match length 


110 


% identity 


85 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb__CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 



138176 

LIB22-052-Q1-E1-C8 

BLASTX 

g3738309 

493 

6.0e-50 

120 
79 

(AC005309) unknown protein [Arabidopsis thaliana] 



138177 

LIB22-052-Q1-E1-C9 

BLASTX 

g3328101 

299 

2.0e-27 

85 
61 

(AF073995) beta-galactosidase 



[synthetic construct] 



138178 

LIB22-052-Q1-E1-D6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g4539386 

173 

2,0e-12 

91 

45 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
138179 

LIB22-052-Q1-E1-E11 

BLASTX 

g2498943 

215 

3.0e-17 

91 

42 

PUTATIVE SPERMIDINE SYNTHASE (PUTRESCINE 

AMINOPROPYLTRANS FERASE ) ( S PDS Y ) >gi_2 12 92 8 8_pir B64 3 3 9 

spermidine synthase (EC 2.5.1.16) - Methanococcus 
jannaschii >gi_1591033 (U67486) spermidine synthase (speE) 
[Methanococcus jannaschii] 

138180 

LIB22-052-Q1-E1-E6 

BLASTX 

g2827559 

326 

3.0e-30 

76 

80 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

138181 

LIB22-052-Q1-E1-G6 

BLASTN 

g2828182 

298 

l.Oe-167 

376 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 

138182 

LIB22-053-Q1-E1-B4 

BLASTX 

g4586049 

285 

l.Oe-25 

118 

47 

{AC007020) hypothetical protein [Arabidopsis thaliana] 
138183 

LIB22-053-Q1-E1-F8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g3193302 

139 

l.Oe-08 

60 

48 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase .hmm, score: 166.20) and to legume lectins 
beta domain {Pfam: lectin_legB, hmm, score: 139.32) 
[Arabidopsis thaliana] 

138184 

LIB22-053-Q1-E1-H12 

BLASTN 

g2959766 

326 

O.Oe+00 

330 

100 

Arabidopsis thaliana DNA for the glutathione-conjugate 
transporter AtMRP4 

138185 

LIB22-053-Q1-E1-H6 

BLASTX 

g3785972 

385 

l.Oe-37 

85 
89 

(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi_4262249_gb_AAD14542_ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 

138186 

LIB22-054-Q1-E1-G6 

BLASTX 

g2262113 

144 

2.0e-09 

46 

59 

(AC002343) unknown protein [Arabidopsis thaliana] 
138187 

LIB22-054-Q1-E2-A6 

BLASTN 

g3046850 

99 

5.0e-49 

99 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24G6, complete sequence [Arabidopsis thaliana] 

138188 

LIB22-054-Q1-E2-C12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3757522 

421 

l.Oe-41 

96 

91 

(AC005167] 



putative splicing factor [Arabidopsis thaliana] 



138189 

LIB22-054-Q1-E2-C7 

BLASTX 

g4559339 

200 

l.Oe-15 

56 

79 

(AC007087) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



138190 

LIB22-054-Q1-E2-D12 

BLASTN 

g4415928 

307 

l.Oe-172 

311 

100 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

138191 

LIB22-054-Q1-E2-D7 

BLASTN 

g4589411 

78 

2.0e-36 

106 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F5H8, complete sequence 

138192 

LIB22-054-Q1-E2-E3 

BLASTN 

g4755185 

260 

l.Oe-144 

272 

99 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 

138193 

LIB22-054-Q1-E2-F1 

BLASTN 

g2980787 

84 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-39 

196 

95 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

138194 

LIB22-055-Q1-E1-A2 

BLASTN 

g3785992 

331 

0,0e+00 

331 

100 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138195 

LIB22-055-Q1-E1-B12 

BLASTN 

g3241939 

156 

9.0e-83 

164 

99 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138196 


Seq. ID 


LIB22-055-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g4206155 


BLAST score 


228 


E value 


6,0e-19 


Match length 


78 


% identity 


56 


NCBI Description 


(AF109219) Mcd4p homolog [Homo sapiens] 


Seq. No. 


138197 


Seq. ID 


LIB22-055-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


gl773042 


BLAST score 


688 


E value 


9.0e-73 


Match length 


135 


% identity 


99 


NCBI Description 


{U82203) IDH-I [Arabidopsis thaliana] 


Seq, No. 


138198 


Seq. ID 


LIB22-055-Q1-E1-H1 


Method 


BLASTN 


NCBI GI 


g4756963 


BLAST score 


324 


E value 


O.Oe+00 


Match length 


324 


.% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSA project) 
138199 

LIB22-056-Q1-E1-A6 

BLASTX 

gl35433 

730 

l.Oe-77 

138 

99 

TUBULIN ALPHA CHAIN >gi_57B450_emb_CAA77810_ 
aipha-Tubulin [Oxytricha granulifera] 



{Z11763) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138200 

LIB22-056-Q1-E1-D4 

BLASTN 

g4582444 

308 

l.Oe-173 

364 

96 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

138201 

LIB22-056-Q1-E1-D6 

BLASTX 

g2117612 

650 

3.0e-68 

127 

98 

catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 
138202 

LIB22-056-Q1-E1-D7 

BLASTX 

g3702336 

280 

3.0e-25 

91 

60 

{AC005397) putative 3-methyl-2-oxobutanoate 
hydroxy-methyl-transf erase [Arabidopsis thaliana] 

138203 

LIB22-056-Q1-E1-E12 

BLASTX 

g3834306 

423 

9.0e-42 

111 

77 

(AC005679) EST gb_R65024 comes from this gene, [Arabidopsis 
thaliana] 



Seq. No. 



138204 



16617 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB22-056-Q1-E1-E9 

BLASTX 

g2146731 

374 

5.0e-36 

111 

33 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
{U49453) rofl [Arabidopsis thaliana] 

138205 

LIB22-056-Q1-E1-F2 

BLASTN 

g3859658 

352 

O.Oe+00 

425 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

138206 

LIB22-056-Q1-E1-F7 

BLASTN 

g4415928 

174 

4.0e-93 

384 

98 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138207 

LIB22-056-Q1-E1-F9 

BLASTN 

g4662628 

362 

O.Oe+00 

362 

100 

Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 

138208 

LIB22-056-Q1-E1-G4 

BLASTN 

g2351062 

153 

6.0e-81 

180 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAH20, complete sequence [Arabidopsis thaliana] 

138209 

LIB22-056-Q1-E1-H2 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2191157 
129 

2.0e-66 

203 
94 

Arabidopsis thaliana BAC IG002P16 
138210 

LIB22-057-Q1-E1-H6 

BLASTX 

g4206209 

322 

4.0e-42 

97 

82 

{AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

138211 

LIB22-058-Q1-E1-A9 

BLASTN 

g3449333 

384 

O.Oe+00 

405 

58 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MXF12, complete sequence [Arabidopsis thaliana] 

138212 

LIB22~058-Q1-E1-B9 

BLASTN 

g3702315 

174 

4.0e-93 

295 

98 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138213 

LIB22-058-Q1-E1-C4 

BLASTN 

g3293582 

384 

O.Oe+00 

411 

100 

Arabidopsis thaliana BAC T15F16 
138214 

LIB22-058-Q1-E1-D2 

BLASTN 

g4159709 

150 

6.0e-79 
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Match length 

% identity 

NCBI Description 



Sag. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




242 
98 



Arabidopsis thaliana genomic DNA, 
MLN21, complete sequence 



chromosome 3, PI clone: 



Seq. No. 
Seq. ID 
Method 



138215 

LIB22-058-Q1-E1-H5 

BLASTX 

gl29809 

603 

9.0e-63 

125 
94 

PEROXIDASE C2 PRECURSOR >gi_81665_pir JH014 9 peroxidase 

(EC 1.11.1,7) C2 precursor - horseradish 
>gi_217932_dbj__BAA14143_ {D90115) peroxidase isozyme 
[Armoracia rusticana] 

138216 

LIB22-059-Q1-E1-A5 

BLASTX 

g3193284 

367 

5.0e-35 

133 

53 

(AF069298) No definition line found [Arabidopsis thaliana] 
138217 

LIB22-059-Q1-E1-C4 

BLASTN 

g4159705 

137 

5.0e-71 

372 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

138218 

LIB22-059-Q1-E1-D11 

BLASTX 

gll70089 

535 

9.0e-55 

106 

100 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi__3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

138219 

LIB22-059-Q1-E1-D2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4191791 
173 

6.0e-16 

65 

72 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

138220 

LIB22-059-Q1-E1-D5 

BLASTX 

g2129549 

473 

2.0e-47 

88 

99 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK19 - 

Arabidopsis thaliana >gi_2129551_pir S71778 

calcium-dependent protein kinase 19 - Arabidopsis thaliana 
>gi_836942 (U20624) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836948 (U20627) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



oeq, JNo. 


1 oozzi 


Seq. ID 


LIB22-059-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g2842469 


BLAST score 


146 


E value 


4.0e-09 


Match length 


68 


% identity 


43 


NCBI Description 


(AL021747) hypothetical 


Seq. No, 


138222 


Seq. ID 


LIB22-059-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g4756963 


BLAST score 


368 


E value 


0,0e+00 


Match length 


403 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 


Seq, No. 


138223 


Seq. ID 


LIB22-059-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


g3241924 


BLAST score 


134 


E value 


3.0e-69 


Match length 


393 


% identity 


94 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



138224 

LIB22-059-Q1-E1-G8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g2435522 

276 

7.0e-30 

136 

51 

(AF024504) contains similarity 
[Arabidopsis thaliana] 



to other AMP-binding enzymes 



138225 

LIB22-059-Q1-E1-H4 

BLASTN 

g3128136 

237 

l.Oe-130 

361 

67 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

138226 

LIB22-060-Q1-E1-A11 

BLASTN 

g2618605 

167 

3.0e-89 

183 
98 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MUKll, complete sequence [Arabidopsis thaliana] 

138227 

LIB22-060-Q1-E1-A12 

BLASTX 

g2492504 

605 

4.0e-63 

120 

50 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ {Y09396) protein of AAA family 
[Capsicum annuum] 

138228 

LIB22-060-Q1-E1-B1 

BLASTX 

g2914700 

347 

4,0e-33 

88 

83 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

138229 

LIB22-060-Q1-E1-C11 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080389 
457 

8.0e-46 

88 

100 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



C ^ • L\\J » 


XOO ^.0\J 


Sea TD 


T,TR?^-nfin-oi -F1 -ni 




JDXiiaO i IN 




yoDOoxo^ 


BLAST ^mTG^ 


81 


J— 1 VCl-LL4^ 




Match length 


169 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 




iHioo/ixr proj ec L ; 


oeg. wo. 


1 "5 Q O 1 




T 71^99 — nf^O—m — Tfl — U9 
ijxD^Z UOU yj. rjl nZ 


Method 


BLASTN 




g2288979 


jDijiioX score 




E value 




Match length 


346 


% identity 


100 


wujdi uescriprion 


Arabidopsis thaliana 




jbequence/ coinp±eL.e se 


O ^ • IN U ■ 


1 '^Q9 "^9 


oeg. ijj 


T TD99 fii^n /^T 171 O /I 

ijxtiZZ-UbU-Ql-El-n4 


TV4 4— V, 


D-LAb 1 IN 




g^izJooxi 


OXri-iO ± oOUXc 


X ft J 


E value 


l.Oe-74 


Match length 


278 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


138233 


Seq. ID 


LIB22-060-Q1-E1-H6 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


221 


% identity 


72 


NCBI Description 


Genomic sequence for 



BAC clone F26P21 



complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



138234 

LIB22-061-Q1-E2-A7 

BLASTN 

g4519185 

129 

2.0e-66 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



• 

181 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15015, complete sequence 

138235 

LIB22-061-Q1-E2-D10 

BLASTX 

g250678B 

244 

l.Oe-20 

99 

42 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >gi_1332508_emb_CAA66638_ 
(X98001) geranylgeranyl transferase II [Homo sapiens] 

138236 

LIB22-061-Q1-E2-F6 

BLASTX 

g3868857 

328 

l.Oe-30 

80 

84 

(AB013886) RAVI [Arabidopsis thaliana] 



138237 

LIB22-061-Q1-E2-G11 

BLASTN 

g3367567 

290 

l.Oe-162 

294 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F8D20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



138238 

LIB22-062-Q1-E1-A10 

BLASTX 

g3789911 

253 

8.0e-22 

95 

52 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 

138239 

LIB22-062-Q1-E1-A12 

BLASTN 

g469113 

89 

9.0e-43 
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II 



Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177 
100 

A.thaliana (Columbia) Dr4 itiRNA 
138240 

LIB22-062-Q1-E1-A7 

BLASTN 

g2618600 

212 

l.Oe-116 

304 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDC12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138241 

LIB22-062-Q1-E1-A8 

BLASTN 

g450242 

39 

l.Oe-12 

59 

92 

Actinidia deliciosa var, 
complete cds 



deliciosa (pKIWI505) mRNA, 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138242 

LIB22-062-Q1-E1-D6 

BLASTX 

g3264805 

711 

2.0e-75 

141 

100 

(AF071788) phosphoenolpyruvate carboxylase [Arabidopsis 
thaliana] >gi_407 9630_emb_CAA10486_ (AJ131710) phospho 
enole pyruvate carboxylase [Arabidopsis thaliana] 

138243 

LIB22-062-Q1-E1-E11 

BLASTN 

g2564044 

130 

3.0e-67 

146 

97 

Arabidopsis thaliana genomic DNA^ chromosome 5^ TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 

138244 

LIB22-062-Q1-E1-E7 

BLASTN 

g4314374 

410 

O.Oe+00 

410 

100 
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NCBI Description Arabidopsis thaliana chromosome II BAG F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138245 

LIB22-062-Q1-E1-G6 

BLASTX 

gl370166 

539 

3.0e-55 

105 

98 

(Z73932) RABIC [Lotus japonicus] 
138246 

LIB22-062-Q1-E1-H10 

BLASTN 

g2109292 

279 

l.Oe-156 

279 

100 

Arabidopsis thaliana serine/threonine protein kinase mRNA, 
complete cds 

138247 

LIB22-062-Q1-E1-H7 

BLASTX 

g4263517 

453 

3.0e-45 

137 

79 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 

138248 

LIB22-063-Q1-E1-A12 

BLASTN 

gl402874 

347 

O.Oe+00 

355 

100 

A. thaliana 81kb genomic sequence 
138249 

LIB22-063-Q1-E1-A2 

BLASTX 

g3915458 

276 

2.0e-24 

83 

65 

PUTATIVE ABC TRANSPORTER C8C9.18 IN CHROMOSOME I 



16626 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



138250 

LIB22-063-Q1-E1-A5 

BLASTN 

g2244788 

93 

5.0e-45 

183 

99 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 

138251 

LIB22-063-Q1-E1-B1 

BLASTX 

g4455276 

554 

4.0e-57 

107 

100 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

138252 

LIB22-063-Q1-E1-B7 

BLASTN 

g3985957 

329 

O.Oe+00 

329 

100 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone 
MYN8, complete sequence [Arabidopsis thaliana] 

138253 

LIB22-063-Q1-E1-B8 

BLASTN 

g4220641 

79 

7.0e-37 

104 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL3, complete sequence [Arabidopsis thaliana] 

138254 

LIB22-063-Q1-E1-C11 

BLASTN 

g2459406 

231 

l,0e-127 

355 

74 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138255 

LIB22-063-Q1-E1-C6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl655932 

284 

2.0e-25 

133 

48 

(066565) 



RUSH-lbeta [Oryctolagus cuniculus] 



138256 

LIB22-063-Q1-E1-C9 

BLASTN 

g2494106 

166 

2.0e-88 

340 

99 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

138257 

LIB22-063-Q1-E1-E2 

BLASTN 

g2252823 

294 

l,0e-165 

346 

99 

Arabidopsis thaliana BAG IG005I10 
138258 

LIB22-063-Q1-E1-E3 

BLASTN 

g3264774 

251 

l.Oe-139 

312 

100 

Arabidopsis thaliana BAG T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 

138259 

LIB22-063-Q1-E1-E6 

BLASTX 

g4587987 

614 

4.0e-64 

137 

80 

(AF085279) hypothetical Ser-Thr protein ]cinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



138260 

LIB22-063-Q1-E1-E9 

BLASTN 

g4733952 

27 

l.Oe-05 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225 
92 

Arabidopsis thaliana chromosome I BAG F23H11 genomic 
sequence, complete sequence 

138261 

LIB22-063-Q1-E1-F2 

BLASTX 

g3582329 

488 

2.0e-49 

95 
100 

(AC005496) unknown protein [Arabidopsis thaliana] 
138262 

LIB22-063-Q1-E1-G8 

BLASTX 

g231587 

530 

3.0e-54 

133 

77 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi_218147_dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 

138263 

LIB22-064-Q1-E1-A5 

BLASTN 

g3869068 

106 

l.Oe-52 

206 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

138264 

LIB22-064-Q1-E1-B1 

BLASTN 

g4539290 

276 

l.Oe-154 

348 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F14M19 
(ESSA project) 

138265 

LIB22-064-Q1-E1--B2 

BLASTN 

g4220634 

226 

l.Oe-124 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



318 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9H21, complete sequence [Arabidopsis thaliana] 

138266 

LIB22-064-Q1-E1-B5 

BLASTN 

g2828278 

336 

O.Oe+00 

398 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 


138267 


Seq, ID 


LIB22-064-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


g469113 


BLAST score 


384 


E value 


O.Oe+00 


Match length 


384 


s Identity 


100 


NCBI Description 


A. thaliana (Columbia) Dr4 mRNA 


Seq. No. 


138268 


Seq. ID 


LIB22-064-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g2618599 


BLAST score 


57 


E value 


2.0e-23 


Match length 


272 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MBD2, complete sequence [Arabidops 


Seq. No. 


138269 


Seq. ID 


LIB22-064-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g4220638 


BLAST score 


127 


E value 


5.0e-65 


Match length 


37 9 


% identity 


97 



chromosome 5, PI clone: 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

138270 

LIB22-064-Q1-E1-C5 

BLASTX 

g3075399 

161 

5.0e-ll 

73 

51 

(AC004484) SF16-like protein [Arabidopsis thaliana] 



16630 



Seq. No. 


138271 


Seq. ID 


LIB22-064-Q1-E1-C9 


T^/f ^ "1" 




NCBI GI 


g2980806 


BLAST score 


583 


E value 


2.0e-60 


Match length 


123 


% identity 


85 


NCBI Description 


(AL022197) putative 


Seq. No. 


138272 


Seq. ID 


LIB22-064-Q1-E1-D2 


rUc LiiUU. 




NCBI GI 


g4680181 


BLAST score 


204 


E value 


4.0e-16 


Match length 


105 


% identity 


47 


NCBI Description 


(AF111709) unknown 


Seq. No. 


138273 


Seq. ID 


LIB22-064-Q1-E1-D9 


Method 


BLASTX 




gouzozio 


BLAST score 


166 


E value 


2.0e-53 


Match length 


127 


% identity 


76 


NCBI Description 


14-3-3-LIKE PROTEIN 




[Arabidopsis thaliai 


Seq, No. 


138274 


Seq. ID 


LIB22-064-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


g682727 


BLAST score 


57 


E value 


9.0e-24 


Match length 


77 


% identity 


95 



[Arabidopsis thaliana] 



indica] 



MU >gi_1531629 (U60444) GF14 mu 



NCBI Description 



Arabidopsis thaliana 

S-adenosyl-L-methionine : trans-caff eoyl-Coenzyme A 
3-0-raethyltransf erase homologue mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138275 

LIB22-064-Q1-E1-G2 

BLASTN 

g22643G6 

42 

l.Oe-14 

208 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq, ID 



138276 

LIB22-064-Q1-E1-G9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4220643 

290 

l.Oe-162 

375 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

138277 

LIB22-065-Q1-E1-A5 

BLASTX 

g2618723 

595 

7.0e-62 

132 

89 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F1407 4 come from this gene. [Arabidopsis 
thaliana] 

138278 

LIB22-065-Q1-E1-B10 

BLASTX 

g3450842 

191 

l,0e-14 

55 

64 

(AF080436) mitogen activated protein Icinase ]<inase [Oryza 
sativa] 

138279 

LIB22-065-Q1-E1-B4 

BLASTN 

g2645198 

132 

5.0e-68 

416 

99 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138280 

LIB22-065-Q1-E1-B5 

BLASTN 

g2245031 

70 

5.0e-31 

419 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138281 

LIB22-065-Q1-E1-B7 

BLASTN 

g4185128 

143 

l.Oe-74 

421 
99 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



oeq. LNO. 


1 "5 Q O Q O 


beq. ID 


LIBzz-Ubo-Ql-El-Cl 


Method 




NCBI GI 


g2393724 


BLAST score 


144 


E value 


6 . Oe-09 


Match length 


70 


% identity 


41 


NCBI Descrxption 


( U8 0 8 1 9 ) glut a t hione 


Seq, No. 


138283 


Seq. ID 


LIB22-065-Q1-E1-C10 


Metnoa 


BLASTN 


NCBI GI 


g4589444 


BLAST score 


168 


E value 


6.0e-90 


Match length 


168 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




MWF20, complete sequ 


Seq. No. 


138284 


Seq. ID 


LIB22-065-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g465702 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


134 


% identity 


33 



[Mus musculus 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROBABLE RIBOSOMAL PROTEIN B0303.15 IN CHROMOSOME III 

>gi_283555_pir S27795 ribosomal protein Lll homolog - 

Caenorhabditis elegans >gi_156201 (M77697) ribosomal 
protein Lll [Caenorhabditis elegans] 

138285 

LIB22-065-Q1-E1-C5 

BLASTN 

g4589438 

410 

O.Oe+00 

413 

100 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone; 
MQJ2, complete sequence 



Seq. No. 



138286 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB22-065-Q1-E1-C9 

BLASTN 

g3510343 

393 

O.Oe+00 

393 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



138287 

LIB22-065-Q1-E1-D3 

BLASTN 

g2358139 

239 

l.Oe-132 

264 

97 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



PI clone 



1 YAC yUP8H12 complete 



138288 

LIB22-065-Q1-E1-D6 

BLASTX 

g3176874 

204 

5.0e-16 

93 
42 

(AF065639) cuciami sin- like serine protease [Arabidopsis 
thaliana] 

138289 

LIB22-065-Q1-E1-E10 

BLASTN 

g3785992 

361 

O.Oe+00 

361 

100 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



138290 

LIB22-065- 

BLASTX 

g4220482 

202 

9.0e-16 

107 

27 

{AC006069] 



■Q1-E1-E3 



hypothetical protein [Arabidopsis thaliana] 



138291 

LIB22-065-Q1-E1-E4 

BLASTN 

g2351066 



16634 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168 

2,0e-89 

409 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 

138292 

LIB22-065-Q1-E1-E5 

BLASTN 

g2924653 

219 

l.Oe-120 

399 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 



138293 

LIB22-065-Q1-E1-F5 

BLASTX 

g3947448 

301 

2,0e-27 

135 

46 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi . . . >gi_3947543_emb__CAA88952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl,3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk499g5.5 



138294 

LIB22-065-Q1-E1-F7 

BLASTX 

g3688799 

555 

4.0e-57 

111 

99 

{AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

138295 

LIB22-065-Q1-E1-G10 

BLASTX 

gll70840 

323 

4,0e-30 

115 

89 

LOW-TEMPERATURE-INDUCED 78 KD PROTEIN 

(DESSICATION-RESPONSIVE PROTEIN 29B) >gi_419759_pir S30154 



16635 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



low-teinperature-induced protein 78 - Arabidopsis thaliana 
>gi_16390_emb_CAA47903_ (X67671) lti78 [Arabidopsis 
thaliana] >gi_348692 (L22567) cor78 [Arabidopsis thaliana] 

138296 

LIB22-065-Q1-E1-G5 

BLASTX 

g2108252 

396 

2.0e-38 

108 

38 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661. 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

138297 

LIB22-065-Q1-E1-G7 

BLASTN 

g4713947 

30 

3.0e-07 

311 

85 

Arabidopsis thaliana chromosome II BAC T16B23 genomic 
sequence, complete sequence 

138298 

LIB22-066-Q1-E1-B12 

BLASTN 

g4589419 

306 

l.Oe-172 

328 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2I5, complete sequence 

138299 

LIB22-066-Q1-E1-B2 

BLASTX 

g2924509 

229 

6.0e-19 

100 

46 

{AL022023) subtilisin proteinase-like [Arabidopsis 
thaliana] 

138300 

LIB22-066-Q1-E1-C4 

BLASTX 

g2244910 

262 

8.0e-23 
135 



16636 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

{Z97339) unnamed protein product [Arabidopsis thaliana] 



138301 

LIB22-066-Q1-E1-D11 

BLASTN 

g4468801 

183 

2.0e-98 

357 

98 

Arabidopsis thaliana DNA chromosome 4, 
{ESSA project) 



BAC clone F6G17 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138302 

LIB22-066-Q1-E1-D12 

BLASTN 

g2335089 

310 

l.Oe-174 

355 

96 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138303 

LIB22-066-Q1-E1-E12 

BLASTX 

g2435519 

228 

6.0e-19 

102 
54 

(AF024504) similar to mouse MEM3 (GB;U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

138304 

LIB22-066-Q1-E1-F12 

BLASTX 

g2642429 

252 

9.0e-22 

117 

12 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 

138305 

LIB22-066-Q1-E1-F9 

BLASTN 

g4544381 

356 

O.Oe+00 

359 

73 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 



16637 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence 
138306 

LIB22-066-Q1-E1-G12 

BLASTX 

g3599968 

628 

9,0e-66 

125 

100 

(AF032123) clp protease [Arabidopsis thaliana] 
138307 

LIB22-066-Q1-E1-G3 

BLASTN 

g3869070 

403 

O.Oe+00 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MG03, complete sequence [Arabidopsis thaliana] 



PI clone 



138308 

LIB22-066-Q1-E1-G6 

BLASTN 

g4757400 

173 

l.Oe-92 

262 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MFJ20, complete sequence 



Seq. No, 


138309 


Seq. ID 


LIB22-066-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


g2191157 


BLAST score 


195 


E value 


l.Oe-105 


Match length 


195 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC IG002P16 


Seq. No, 


138310 


Seq. ID 


LIB22-066-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g3327060 


BLAST score 


291 


E value 


2.0e-26 


Match length 


116 


% identity 


48 


NCBI Description 


{AB014523) KIAA0623 protein [Homo 


Seq. No. 


138311 


Seq. ID 


LIB22-067-Q1-E1-A2 


Method 


BLASTN 



16638 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No» 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4581103 
153 

l.Oe-80 

349 

97 

Arabidopsis thaliana chromosome II BAG T24I21 genomic 
sequence, complete sequence 

138312 

LIB22-067-Q1-E1-B1 

BLASTX 

g3702121 

296 

3.0e-27 

83 

69 

{AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138313 

LIB22-067-Q1-E1-B2 

BLASTX 

gl449179 

239 

l.Oe-20 

49 

96 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

138314 

LIB22-067-Q1-E1-C11 

BLASTX 

gll71993 

409 

4,0e-40 

92 

89 

PHENYLALANINE AMMONIA-LYASE 2 >gi_107 6370__pir S52991 

phenylalanine ammonia-lyase (EC 4,3.1.5) - Arabidopsis 
thaliana >gi_497421 (L33678) phenylalanine ammonia lyase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138315 

LIB22-067-Q1-E1-C9 

BLASTN 

g4490324 

254 

l.Oe-141 

291 

99 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone T9A14 



Seq, No. 
Seq. ID 
Method 



138316 

LIB22-067-Q1-E1-E1 
BLASTX 



16639 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



protein kinase domain 
to legume lectins beta 



g:jl93290 
144 

4.0e-09 
66 
47 

(AF069298) contains similarity to a 
(Pfam: pkinase.hmm, score: 165.48), 

domain (Pfam: lectin_legB. hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA.hmm, score: 16.72 
[Arabido 

138317 

LIB22-067-Q1-E1-E10 

BLASTN 

g2104523 

212 

l.Oe-116 

364 

98 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10,8 cM to 11.6 cM, complete sequence 

138318 

LIB22-067-Q1-E1-E6 

BLASTX 

gl083160 

211 

3.0e-17 

70 

56 

mannosyl-oligosaccharide 1, 2-alpha-mannosidase (EC 
3.2.1,113) - rabbit (fragment) 

138319 

LIB22-067-Q1-E1-F6 

BLASTX 

g2738248 

527 

7,0e-54 

103 

98 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

138320 

LIB22-067-Q1-E1-H12 

BLASTX 

gl402904 

469 

3,0e-47 

90 

99 

(X98313) peroxidase [Arabidopsis thaliana] 
138321 

LIB22-068-Q1-E1-A10 
BLASTX 



16640 



NCBI GI 


a2738248 


BLAST score 


672 


E value 


7.0e-71 




1 9fi 

X46 o 




1 nn 

X U V 




^ui7/zuu; coDaxamxn— xnaepenaeni, nieunxonine syntinase 






O c; • Ln (J • 


xoo 


O • J.LJ 


T TR99 — n f^P— m — F1 — R1 9 

XiXD^i UOO *^X lliX CX^ 






NCBI GI 


g4587584 


BLAST score 


366 


W 1 no 






1 "^0 
xou 




^9 




rZ\r^[lfl'79'A9^ imVin otatti t^t"o^~ FTivaV^T^ or** ot o +*V^'an t ^r^'^al 

v-riVw-uvj / ^ 0^ ; uiiis.xi(jwii £^x(_)Lciii [i-ix cixjxciopsx s unaxxariaj 




X JO jZO 


o c; ^ • ^Lf 


T TR99 — flf^ft— m —Pi — n 9 

XjXIj^Z UOO \^X IjX k^X^ 


Mp+-'hoH 


£j j-ino J. ^ 


NCBI GI 


\^ \J ^ JL. \J ^ 1 


BLAST score 


430 


E value 


5.0e-51 


rid. con xengun 


1 79 




0 D 


iMUoi uescripcion 


(ALuzoUy4j Nonclatnrm coat protein gamma - like protein 




l_jixa.jjxu.up bit) T^naxianaj 


beq, wo. 




Qor-T TFl 


T Tn99-_n i^Q _oi _T? 1 r'C 






NCRT C^l 

LN V-/ LJ J- W -L 




BLAST score 


230 


E value 


4.0e-19 


ixidcoii xcnyL.ri 


1 1 n 

XX u 


^ XUcIltXty 




iNUrsx uescriptxon 


{AF013294) contains region of similarity to DNA binding 




protein [HraDiuopsis tnaiianaj 


bec^* iNO . 


T 0 Q Q 0 C 


OcQj_ . X U 


lilnzz — U DO — yi^iiil— 


Mpi~hnH 

Lie ^llV^V_ii 


RT.A^ITY 

OXltIO i. .A. 


NCBI GI 


rr'^fil 7741 


BLAST score 


709 


E value 


3.0e-75 




XOO 


^ xu.ciiL.xx.y 


y y 


iNut>i jjescrxpr.ion 


(ACUUoob/) Lj cytoplasmic ribosomal protein [Arabidopsis 




tnaxxana j 


becj, INO. 


1 "3 Q 0 0 
xooozo 


Seq. ID 


LIB22-068-Q1-E1-D1 


Method 


BLASTN 


NCBI GI 


g2618605 


BLAST score 


357 


E value 


O.Oe+00 



16641 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



357 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUKll, complete sequence [Arabidopsis thaliana] 

138327 

LIB22-068-Q1-E1-D11 

BLASTX 

g3482975 

168 

8,0e-12 

107 

35 

(AL031369) putative protein [Arabidopsis thaliana] 
138328 

LIB22-G68-Q1-E1-D4 

BLASTX 

g2493318 

221 

5.0e-18 

110 

44 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi__1098264_prf 2115352A blue Cu protein [Pisum sativum] 

138329 

LIB22-068-Q1-E1-E4 

BLASTX 

g3522929 

411 

3.0e-40 

84 

95 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 {AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

138330 

LIB22-068-Q1-E1-E9 

BLASTX 

g3386546 

500 

l.Oe-50 

129 

77 

(AF079503) H-protein promoter binding factor-2a 
[Arabidopsis thaliana] 

138331 

LIB22-068-Q1-E1-F8 

BLASTX 

g2129652 

574 

2.0e-59 
117 



16642 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

myosin heavy chain homolog - Arabidopsis thaliana 
(fragment) >gi_699495 (U19616) myosin heavy chain homolog 
[Arabidopsis thaliana] 

138332 

LIB22'068-Q1-E1-G11 

BLASTN 

g2833627 

85 

l.Oe-40 

85 
100 

Arabidopsis thaliana chromosome 1 BAC F1707 complete 
sequence [Arabidopsis thaliana] 



Seq. No. 


138333 


Seq. ID 


LIB22-068-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2462836 


BLAST score 


527 


E value 


5.0e-54 


Match length 


116 


% identity 


88 


NCBI Description 


(AF000657) beta-glucanase 


Seq. No. 


138334 


Seq, ID 


LIB22-068-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


gll72873 


BLAST score 


255 


E value 


5.0e-22 


Match length 


112 


% identity 


49 


NCBI Description 


CYSTEINE PROTEINASE RD21A 



CCURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 


138335 


Seq. ID 


LIB22-068-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g2580440 


BLAST score 


251 


E value 


2-0e-21 


Match length 


61 


% identity 


77 


NCBI Description 


(D87261) PCF2 [Oryza sativa] 


Seq. No. 


138336 


Seq. ID 


LIB22-069-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


g3860420 


BLAST score 


143 


E value 


7.0e-09 


Match length 


40 


% identity 


72 



16643 



NCBI Description (AJ011047) exo galactanase [Lupinus angustifolius] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138337 

LIB22-069-Q1-E1-E8 

BLASTX 

g2352492 

366 

5.0e-35 

69 

100 

(AF005047 
thaliana] 
response 



transport inhibitor response 1 [Arabidopsis 
>gi_2352494 (AF005048) transport inhibitor 
[Arabidopsis thaliana] 



138338 

LIB22-069-Q1-E1-F3 

BLASTN 

g3738275 

69 

l.Oe-30 

177 

85 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138339 

LIB22-069-Q1-E1-F6 

BLASTX 

gl708420 

100 ■ 

5.0e-40 

123 

75 

ISOFLAVONE REDUCTASE HOMOLOG P3 >gi_1361992_pir S57613 

isoflavonoid reductase homolog - Arabidopsis thaliana 
>gi_886432_emb_CAA89859_ (Z49777) isoflavonoid reductase 
homologue [Arabidopsis thaliana] 

138340 

LIB22-069-Q1-E1-H3 

BLASTX 

gl084338 

619 

l.Oe-64 

117 

100 

drought-induced protein Dr4 - Arabidopsis thaliana 
>gi_469114_emb_CAA55323_ {X78586) Dr4 [Arabidopsis 
thaliana] 

138341 

LIB22-070-Q1-E1-A1 

BLASTN 

g4584519 

217 

l.Oe-119 
337 



16644 



# 



?; i fipni" it" v 


99 


NCBI Description 


Arahi dcr)<=; is thaliana DMA chiTcmn<5riTin*=i A RAP r*! ont^ Tt'l T PI P 




(ESSA project) 




138342 


Seq. ID 


LIB22-070-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


g4220631 


BLAST score 


393 


E value 


O.Oe+00 


Match Ipncrth 


397 


& 1 He^nt i t V 


100 


NCBI Descrintion 


A T'S ti 1 HoTiS 1 s tVial "tana rr^nr^Tn i r* FlKF A r^yt YT^mr^ q rMnci R fAP r'IrMno 
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Sea ID 


LIB22-070-O1 -El -P6 


Method 


BLASTN 


NCBI GI 


a3702731 


BLAST score 


176 


E value 


2.0e-94 


Match 1 pnrrth 


244 


% identitv 


93 
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XOO 04 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4678943 


BLAST score 


362 


J_J V CL J. L-i^ 


1 ne-'^4 


Match 1 ^^^nrrth 


126 


"iHp'n'h"i'(~\7 




NCBI Description 


f ATi04 97 11 ^ Dut at i ve DTct (=»1 n f ATahi Hnn^^ ic; thalianal 
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O C ^ • IN U • 


xo o o*± J 


Sea TO 




Method 


BLASTN 


NCBI GI 


02880038 


BLAST score 


353 


E value 


O.Oe+00 


Match 1 p^nrrth 


360 


% identitv 


99 


NCBI Descrintinn 


At^V^t rlriiTiQ is "hHalnana r>ln yrwnr^ cr^mo TT RliP Til .TT /rcin/^m'T *-» 
"X o.i-'xvj.w^oxo UiicLX XcLiid. OliXvJlLLxJoUiLL^ ± 1. IDriS^ i.±±0 / ycilvJiUxO 
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O^VJ^LidH-^C / V_ UlLL^ X L. c oC^LLdioc; [_rix CLUxLLDLJO X o LXidx Xctilct J 


9ec "Mn 

O C • L\\J » 


X «^ o o *± u 


Seq. ID 


T.TB?9-n7n-ni -fi -fi 

XiXIjZ.^ U f \J HiX CjX 


Method 


BLASTN 


NCBI GI 


a44 S4nn4 


BLAST score 


327 


E value 


O.Oe+OO 


Match length 


335 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F24A6 




(ESSAII project) 



16645 





1 '^P^47 
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JjXiriO i IN 


NCBI GI 


g2815519 


BLAST score 


120 


J-j V LiC 


0 • u e ox 




X -/U 




0 0 




rix aUXvaUpoxo L.iia,Xla.na. xOUO xxOUl ClixO; 




complete sequence [Arabidopsis thaliana 




X 00 0 ft 0 




j-ixo^iz u/u rjx cj-i 


Method 


BLASTX 


NCBI GI 


g2335099 




971 

Z / X 


£j V9.1u.e 


7 


ftfl ^ ^ n r\ 

ria. LCii xeng Tzn 


0 4 


0 xu.ciiLXLy 


f^O 
DU 


ish^dj, jjescx ipnon. 


tALUUzooyj unKnown protein LAraoiaopsxs 


0 ^ • IN 0 • 




Qorr Tn 
OCt^ • X u 


T TR99 — 070— m — F1 —1^9 

Li±D^^ UfU yx HiX C ^ 


Moi" l^oH 


r3XLn.o 1 L\ 


NCBI GI 


g2062153 


BLAST score 


104 


E value 


6.0e-52 


Match length 


108 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome III BAC 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138350 

LIB22-070-Q1-E1-F5 

BLASTN 

g2827513 

58 

8.0e-25 

58 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F8F16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



138351 

LIB22-070- 

BLASTX 

g3056591 

229 

6.0e-19 

130 

44 

{AC004255) 



■Q1-E1-G8 



T1F9.12 [Arabidopsis thaliana] 



138352 

LIB22-070-Q1-E1-H10 
BLASTX 



16646 



NCBI GI 


g3876712 


BLAST score 


207 


E value 


2,0e-16 




U X 








^zifiDZfiz/ siitiixar no itiaj-onyi— t^^UA aecarooxyiase 






\^ • ^ • 


XOU JO 


Seq, ID 


XIXOZ.Z. U t Jl ^X ZjX 


Metho(d 




NCBI GI 


g3702315 


BLAST score 


251 


E value 


l.Oe-139 




263 


o ^ 1 _L u y 




NPRT Dfi <^ r* r "i nl" 1 on 


■"■xdjjxuupoxo Lrid.xiana ciixoinosonie jli oiiu iocx/ genomic 




ocqueiioc/ couipiete sequence [/iraoiQopsis tnaxianaj 


o c:: v.^ • LH\j » 


XOO O 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4678924 


BLAST score 


155 


u V d J. Lit? 


o • ueiu 


lid L Oil J.t?liyL.Xi 


1UC5 


^ iaeni,iT-.y 






(AL049711) putative protein [Arabidopsis thaliana] 






f^e^a TO 

O^vJ • J- 


J^XO^^ / X HiX VjJ 


Method 


BLASTX 


NCBI GI 


gl66765 


BLAST score 


591 


R V3 1 n p 

i— I V CL-L LLC 


^ • UC DX 


Lid UV^ll ^di^ l—Il 


XXTt 






NCBI Descrint ion 


\Li^^±\j\j} iicd L iainjojs. piocein noir/u i Lriraoiaopsis tnai 




XOO o 


Spa ID 


T.TR??-n71 -nl — TTI -W^ 


Method 


BLASTN 


NCBI GI 


g4755185 


BLAST score 


338 


E value 


0,0e+00 








ou 


\TPRT no«3r'-r-i r\-l- T *^-n 


Arabidopsis thaliana chromosome II BAC F5G3 genomic 




sequence, complete sequence 


O c • IN U . 


xoooo / 


Seq. ID 


LIB22-073-01-F1 -A1 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


439 


E value 


l.Oe-43 


Match length 


85 



16647 



% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
138358 

LIB22-073-Q1-E1-B3 

BLASTX 

g2894574 

427 

2.0e-42 

81 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq, No. 


138359 


beq. iu 


LIBzz-U /i-Ql-El-Co 


Meunoa 


"DT 7\ c nnTiT 

BLASTN 


NCBI GI 


g2760169 


DiiAoi score 


O O 0 


E value 


1 A — . TOO 

1 . Oe-122 


Match length 


348 


% identity 


100 


JNL/Di uescripuion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MFB13^ complete sequence [Arabidopsis thaliana] 


beq. No. 




Seq. ID 


LIB22-073-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g3953458 


BLAST score 


564 


E value 


2 . Oe-58 


Ma ten length 


110 


% identity 




wldi uescrxption 


(AC002328) F20N2.3 [Arabidopsis thaliana] 


Seq. No. 


138361 


Seq, ID 


LIB22-073-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


535 


E value 


6.0e-55 


Match length 


104 


% identity 


99 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


138362 


Seq. ID 


LIB22-073-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


g4220633 


BLAST score 


106 


E value 


5.0e-53 


Match length 


106 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K7J8, complete sequence [Arabidopsis thaliana] 



16648 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138363 

LIB22-073-Q1-E1-H5 

BLASTX 

gll70089 

557 

2.0e-57 

109 

100 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi__3201614 (AC004 669) glutathione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138364 

LIB22-07 4-Q1-E1-A5 

BLASTX 

g267073 

577 

9.0e-60 

107 

98 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi__166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

138365 

LIB22-074-Q1-E1-B10 

BLASTX 

g2827716 

401 

3.0e-39 

81 

98 

(AL021684) predicted protein [Arabidopsis thaliana] 
138366 

LIB22-074-Q1-E1-B2 

BLASTX 

g4263718 

673 

4.0e-71 

120 

100 

(AC006223) putative DNA topoisomerase III beta [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138367 

LIB22-074-Q1-E1-B8 

BLASTX 

g3080415 

493 

5.0e-50 

113 

84 



16649 



NCBI Description 



(AL022604) cysteine proteinase-like protein [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138368 

LIB22-074-Q1-E1-D1 

BLASTX 

g2961284 

229 

3.0e-37 

88 

91 

(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit a [Arabidopsis thaliana] >gi_44 67103_einb__CAB37537_ 
{AL035538) cinnamyl alcohol dehydrogenase-like protein, 
LCADa [Arabidopsis thaliana] 

138369 

LIB22-074-Q1-E1-E11 

BLASTX 

gl076662 

495 

3.0e-50 

129 

72 

H+-transporting ATPase (EC 3.6.1.35) (clone PHAl) - potato 
>gi_435003_emb_CAA54046_ (X76536) H ( + ) -transporting ATPase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138370 

LIB22-074-Q1-E1-E3 

BLASTX 

g2650102 

161 

5.0e-ll 

126 

36 

(AE001068) cell division control protein 21 
[Archaeoglobus fulgidus] 



(cdc21) 



138371 

LIB22-074-Q1-E1-E5 

BLASTN 

g4159707 

Ills 

8.0e-57 

314 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJK13, complete sequence 

138372 

LIB22-074-Q1-E1-G10 

BLASTN 

g4263038 

34 

4.0e-10 
74 



PI clone: 



16650 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Arabidopsis thaliana BAC T5L23 from chromosome IV, near 19 
cM, complete sequence [Arabidopsis thaliana] 



138373 

LIB22-074-Q1-E1-G12 

BLASTN 

g4733953 

67 

2.0e-29 

246 

90 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F13011 genomic 



138374 

LIB22-074-Q1-E1-H3 

BLASTN 

g4539448 

155 

9.0e-82 

392 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

138375 

LIB22-075-Q1-E1-A4 

BLASTX 

g4522004 

512 

3.0e-52 

110 

95 

{AC007069) putative histidine kinase, 
[Arabidopsis thaliana] 



BAC clone T5C23 



sensory transduction 



138376 

LIB22-075-Q1-E1-A8 

BLASTN 

g3869073 

346 

O.Oe+00 

346 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKN22, complete sequence [Arabidopsis thaliana] 



138377 

LIB22-075-Q1-E1-B4 

BLASTX 

g585453 

267 

9.0e-24 

85 

66 

MALATE OXIDOREDUCTASE 



PI clone: 



{MALIC ENZYME) (ME) ' (NADP-DEPENDENT 



16651 



MALIC ENZYME) (NADP-ME) >gi_108 4 300__pir S43718 malate 

dehydrogenase (oxaloacetate-decarboxylating) (NADP+) (EC 
i. 1.1.40) - common ice plant >gi_432380_emb_CAA45772_ 
(X64434) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Mesembryanthemum crystaliinum] 



Sea. No. 


138378 


Seq. ID 




Method 


BLASTN 


IN \_> LJ J- \J JL 




Lj±jr\ij X o w J_ xi^ 


1 no 


■1—1 V U _I_ 1^ 


3 . Oe-49 


Match length 


128 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


138379 


Seq. ID 


LIB22-075-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


g3128142 


BLAST score 


206 


E value 


l.Oe-112 


Match length 


403 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 



MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138380 

LIB22-075-Q1-E1-F4 

BLASTN 

g3241917 

150 

3.0e-79 

162 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

138381 

LIB22-075-Q1-E1-H7 

BLASTX 

g2979554 

491 

8.0e-50 

108 

86 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
138382 

LIB22-075-Q1-E1-H8 

BLASTX 

g3033379 

189 

2.0e-14 

55 

65 

(AC004238) putative DNA-binding protein [Arabidopsis 



16652 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138383 

LIB22-076-Q1-E1-B7 

BLASTN 

g2264316 

167 

4.0e-89 

192 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138384 

LIB22-076-Q1-E1-D1 

BLASTN 

g2245031 

148 

2.0e-77 

434 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


138385 


Seq. ID 


LIB22-076-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4539004 


BLAST score 


245 


E value 


6.0e-21 


Match length 


61 


% identity 


72 


NCBI Description 


{AL049481) putative protein kinase 


Seq. No. 


138386 


Seq. ID 


LIB22-076-Q1-E1-E11 


Method 


BLASTN 


NCBI GI 


gl946354 


BLAST score 


78 


E value 


7.0e-36 


Match length 


198 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


138387 


Seq. ID 


LIB22-076-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


195 


E value 


7.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


(Y07765) S-adenosylmethionine decai 




thaliana] 


Seq. No. 


138388 



16653 



OC?*^ • XL/ 






BLASTX 


NCBI GI 


g3080435 


BLAST score 


527 




o . ue 




inn 

xU u 


% identity 


inn 




VriXjU^iiDU J / puUcLL-XVc pZOt-CXn [ i-ix d.lJ XClOpib X S una.XXa.naJ 


oec5» NO. 






T.TR99-n77-ni -"PI -7X1 1 




OJ_ir^O J. 




y^ / OO^rxO 


BLAST score 


377 


E value 


2.0e-36 


iyicic.L.11 _LeriyX-n 


7Q 


o X VJ.C 1 i u X L y 




lnujdx jjescx ipt xOii 


{U97200) cobalaiuin— independent methionine synthase 




Lrix a.jJXClvjpibXo tna.XXa.na. J 


OfcJvJ • LNO . 


XOO J i7U 




T TQOO — 07 7— Pil — TTI —Hi 0 




lJXixlt.O 1 LN 


LnVw^DX KjI. 


goo zJZ o 


BLAST score 


201 


E value 


l.Oe-109 


Match length. 


ZUX 


^ xaentiuy 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F 




Viljoorixx pro J ecu y 


oecj. wo. 


loo jyi 


Qorr T n 

osq. xu 


XiXi3Z^,~'U /o yX— ilij.— A/ 


1*1 fc; UiivJU 


oXirio i A 


INV-rOX ox 




BLAST score 


202 


E value 


8.0e-16 


L^idcoii ienyi,n 


1 91 
XZ X 


•o xuent-xT-y 


A n 

4 U 


iNL/Di uescrxpuion 


2— dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1 




rlx ciJJXU.UpoXo UllciXXciiia. 


a a 

oeq. INO. 


1 "3 Q Q QO 

ioo jyz 


Ot= y^ • X u 


XiXdZZ — U /O Vi-f- JtliX~UO 




DXiriO 1 A 


LN^rsX vj± 


goxzz /DO 


BLAST score 


504 


E value 


3.0e-51 


Match length 




S- n /*] 1^ "f~ ■! -t- T 7- 

^ XQenx,xcy 


xuu 


NCBI Description 


oUb KlBCJbOMAL PROTEIN L44 >gx 2244/89 emb CAB10211 




X. xjju>ibu>iLLa.x pxouexn LiT.xciDxciopsxs unaxxanaj 


Seq. No. 


138393 


Seq, ID 


LIB22-078-Q1-E1-E2 


Method 


BLASTX 


NCBI GI 


g3434965 



F7K2 



.15) 1 



16654 



( 

BLAST score 


11 

279 


E value 


7.0e-25 


Match length 


110 


% identity 


47 


NCBI Description 


{AB002530) 




mus-23 [Neurospora crassa] 



Seq. No. 


138394 


Seq. ID 


LIB22-078-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g4588008 


BLAST score 


297 


E value 


2.0e-27 


Match length 


82 


% identity 


63 


NCBI Description 


(AF085279) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


138395 


Seq. ID 


LIB22-078-Q1-E1-G2 


Method 


BLASTX 


NCBI GI 


g3482978 


BLAST score 


598 


E value 


2,0e'-62 


Match length 


114 


% identity 


100 


NCRT npspTi Dt "i on 


{ ATiD '^1 ^691 ■nutati vp "OTntp i n T Ats rior><^ i*? t'h;^1ifl"na1 


Seq. No. 


138396 


Seq, ID 


LIB22-078-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


g3B69074 


BLAST score 


245 


E value 


l.Oe-135 


Match length 


396 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MMI9/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


138397 


Seq. ID 


LIB22-078-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


133 


E value 


9.0e-69 


Match length 


284 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MSJl, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138398 


Seq. ID 


LIB22-078-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


gl652057 


BLAST score 


190 


E value 


l.Oe-14 


Match length 


65 


% identity 


57 


NCBI Description 


{D90902) hypothetical protein [Synechocystis sp.] 



16655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138399 

LIB22-079-Q1-E1-A3 

BLASTN 

g4235150 

58 

2.0e-24 

101 

99 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 

138400 

LIB22-07 9-Q1-E1-A4 

BLASTN 

g3582315 

346 

O.Oe+00 

346 

100 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



138401 

LIB22-079-Q1-E1-B3 

BLASTN 

gl890129 

217 

l.Oe-119 

228 

99 

Arabidopsis thaliana valyl tRNA synthetase 
complete cds 



(valRS) mRNA, 



138402 

LIB22-079-Q1-E1-B8 

BLASTN 

g3702728 

340 

O.Oe+00 

361 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M13, complete sequence [Arabidopsis thaliana] 

138403 

LIB22-079-Q1-E1-B9 

BLASTN 

g3687221 

413 

O.Oe+00 

417 

100 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138404 



16656 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-079-Q1-E1-F1 

BLASTN 

g2618683 

56 

8.0e-23 

184 
86 

Arabidopsis thaliana chromosome II BAG T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 





J. J O *± VJ -J 


oeq, xu 


j-iitiZz— u 0 u yi iLZ Jjiu 


Method 


Dliiib 1 A 




y z z ^ ^ / o u 


Oijr\o 1 o o (J J. 


^ *4 Z 


E value 


l.Oe-55 


Match length 


118 


^ xQeni-ity 


o o 


NGBI Description 


(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 




>gi JUooo/y (AFUob^oolj S-adenosyl-L-nomocysteme nydrolc 




[Arabidopsis thaliana] 


Seq. No. 


138406 


beq. ID 


LlBzz-UoU-Ql-Ez-Do 


Method 


tJliiiO i A 


NUbi kjL 


goooooDo 


BLAST score 


176 


E value 


7.0e-13 


Matcn length 


lU / 


^ Identity 


A 1 

41 


NGBI Description 


(ACOuJOzo) nypothetxcai protein [Arabidopsis thaliana] 


Seq. No. 


138407 


Seq. ID 


LIB22-080-Q1-E2-D6 


Method 




iNL/151 ol 


g^ooizuo 


BLAST score 


128 


E value 


2.0e-07 


Match length 


OZ 


% identity 




NCBI Description 


(Y17913) cyclic nucleotide and calmodulm-regulated ion 




cnannei [iiraDiaopsis unaiianaj 


Seq. No. 


138408 


Seq. ID 


LIB22-080-Q1-E2-F12 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


603 


E value 


7.0e-63 


Match length 


122 


% identity 


100 


NCBI Description 


(AC007048) unlcnown protein [Arabidopsis thaliana] 


Seq. No. 


138409 


Seq. ID 


LIB22-080-Q1-E2-G2 


Method 


BLASTN 


NCBI GI 


g3184270 



16657 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



162 

6.0e-86 

365 

99 

Arabidopsis thaliana chromosome II BAG T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138410 

LIB22-081-Q1-E1-C8 

BLASTX 

g4033469 

199 

2,0e-15 

40 
93 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb__CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

138411 

LIB22-081-Q1-E1-D1 

BLASTX 

gll75011 

406 

6.0e-40 

76 

100 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ {X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004 665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

138412 

LIB22-081-Q1-E2-A2 

BLASTN 

g4490734 

105 

3.0e-52 

194 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone (ESSA 
project) 

138413 

LIB22-081-Q1-E2-A6 

BLASTN 

g2337888 

196 

l,0e-106 

421 

98 

Genomic sequence for Arabidopsis thaliana BAG F14J16, 
complete sequence [Arabidopsis thaliana] 

138414 

LIB22-081-Q1-E2-D5 
BLASTN 



16658 



NCBI GI 


a2462780 


BLAST score 


325 


E value 


O.Oe+00 




o ^ o 




inn 

xu u 




Arabidopsis thaliana carbainoyl phosphate synthetase 




oUDUllXL lLll\LNri ^CaxiiJ / COIUpXeLe CQS 


Qorr "Mrs 


x004 ID 




XiXO^^ UOX S^-L Hj^ L/ / 




RT Z\*^TY 

DXirlo X A 


NCBI GI 


g4454048 


BLAST score 


585 


xii V ctx Lit; 


1 ^^:i-f^n 

X * ue Du 




1 1 Q 

X X ^ 


O XUdJ.L.XU^ 


Qn 


l.NV_-OX UCJ O L^X X^ U Xtjll 


^ii.Liu joo y purai-ive proLein [AraDiaopsis Lnaiianaj 


OtrCJ • INO . 


loo 4 1 D 


Oct^. XL/ 


xtlDZii — Uo 1— yx — rjZ—ilj4 






NCBI GT 




BLAST score 


143 


E value 


4.0e-75 


iXlclLL.Il xeiiyL.Il 


X4 o 


^ xaeiiLxLy 


inn 
xu u 


LNursx uescripLion 


Arabidopsis thaliana DNA chromosoiae 4, ESSA I contig 




fraqinent No 


oecj. JNO . 


X Jo 4 X / 


OCv-^ • X 


T TR99 — nPI —Hi _Tr9_T?tf^ 




OXltLO 1 LN 


NCBI GI 


rr994 4ft9Q 


BLAST score 


143 


E value 


5,0e-75 


iYldLoii XcIlyLIl 


X4 o 


o XUtSliLX L_y 


xuu 


lnudx uescripLXon 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




X X ayiiienL rsio 


oecj . INO . 


Xoo4 Xo 


Oov^ • XL/ 






RT a^ITKI 


NCBI GI 




BLAST score 


107 


E value 


l.Oe-53 


r'iciccn xenyLii 


lie; 
Xlo 


To XLlt;llLXL.y 




JNUrsi uescripLion 


Arabidopsis thaliana chromosome II BAC F6E13 qenomic 




sequence, complete sequence [Arabidopsis thaliana] 




xoo4 xy 


Seq, ID 


LIB22-082-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g4455342 


BLAST score 


678 


E value 


l.Oe-71 



16659 



Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



135 
99 

(AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 

138420 

LIB22-082-Q1-E1-B6 

BLASTX 

g2623962 



(NADP+) [Apium 



SD Xjjrt.0 JL O ^ VJ J_ G 


427 




E value 


4.0e-42 




Match length 


91 






91 




M "D X r\ ^ O V* T "t* T 

LNODX Ucb ox. JLp L.XOI1 


(Y12540) isocitrate 




graveolens] 


beq» iNO. 


138421 




oeq. xu 


LIB22-082- 


Q1-E1-G5 




BLASTX 




LN O Ij X OX 


g3212877 




BLAST score 


509 




E value 


8.0e-52 




Match length 


116 




-6 laentity 


89 




NCBI Description 


(AC004005) 


Lea-like 


Seq. No. 


138422 




C « « TVS 

beq. ID 


LIB22-082- 


Q1-E1-G7 


Method 


BLASTX 




MPT3T PT 


g2760330 






340 




E value 


5,0e-32 




Match length 


85 




% identity 


74 




NCBI Description 


{AC002130) 


F1N21.15 


Seq. No. 


138423 




Seq. ID 


LIB22-082- 


Q1-E2-C8 


Method 


BLASTX 




NCBI GI 


g4262225 




BLAST score 


339 




E value 


9.0e-32 




Match length 


116 




% identity 


54 




NCBI Description 


(AC006200) 


putative 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
138424 

LIB22-082-Q1-E2-E10 

BLASTN 

g2618720 

46 

8.0e-17 

85 

98 

Arabidopsis thaliana early auxin-induced {IAA16) mRNA, 
complete cds 



16660 



11 



Seq, No. 


138425 


Seq. ID 


LIB22-082-Q1-E2-E12 


Method 


BLASTX 


NCBI GI 


g3738339 


BLAST score 


331 


E value 


7.0e-31 


Match length 


136 


% identity 


51 


NCBI Description 


(AC005170) putative kinase [Arabidopsis thali 


Seq. No. 


138426 


Seq. ID 


LIB22-082-Q1-E2-H1 


Method 


BLASTN 


NCBI GI 


g4589426 


BLAST score 


250 


E value 


l.Oe-138 


Match length 


339 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDE13, complete sequence 


Seq. No. 


138427 


Seq. ID 


LIB22-083-Q1-E2-C11 


Method 


BLASTX 


NCBI GI 


g4033365 


BLAST score 


763 


E value 


2.0e-81 


Match length 


148 


% identity 


96 


NCBI Description 


(AJ223499) ATP sulfurylase [Brassica juncea] 


Seq- No. 


138428 


Seq. ID 


LIB22-083-Q1-E2-D9 


Method 


BLASTN 


NCBI GI 


g2245031 


BLAST score 


85 


E value 


3.0e-40 


Match length 


217 


% identity 


86 


NCBI Description 


Arabidopsis thaliana DNA chromosome A, ESSA I 




fragment No 



PI clone 



contig 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138429 

LIB22-083-Q1-E2-E12 

BLASTX 

g3785981 

776 

5.0e-83 

142 

100 

(ACG05560) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



138430 

LIB22-083-Q1-E2-G11 
BLASTN 



16661 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3004543 
115 

8.0e-58 

457 

100 

Arabidopsis thaliana chromosome II BAG F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138431 

LIB22-083-Q1-E2-H1 

BLASTN 

g4589430 

103 

6.0e-51 

235 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

138432 

LIB22-084-Q1-E1-B3 

BLASTX 

g3776578 

238 

5.0e-20 

94 

50 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene, [Arabidopsis thaliana] 

138433 

LIB22-084-Q1-E1-C11 

BLASTX 

gl709698 

143 

7.0e-09 

55 

49 

POLYRIBONUCLEOTIDE NUCLEOTIDYLTRANSFERASE (POLYNUCLEOTIDE 
PHOSPHORYLASE) (PNPASE) (VEGETATIVE PROTEIN 15) (VEG15) 

>gi_2127172_pir S70691 polynucleotide phosphorylase - 

Bacillus subtilis >gi_1184 680 (U29668) polynucleotide 
phosphorylase [Bacillus subtilis] >gi_2 63404 l_emb_CAB13542_ 
(Z99112) polynucleotide phosphorylase (PNPase) [Bacillus 

subtilis] >gi_1589234_prf 2210369A polynucleotide 

phosphorylase [Bacillus subtilis] 

138434 

LIB22-084-Q1-E1-D7 

BLASTN 

g2564050 

141 

2.0e-73 

312 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 



16662 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138435 

LIB22-084-Q1-E1-E10 

BLASTX 

g4454051 

237 

2.0e-20 

74 

58 

{AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



O ^ ^ • J.^ w • 


138436 


Seq. ID 


LIB22-084-Q1-E1-F10 


Method 


BLASTN 




gxo /xouz 


oLti-ioi score 


/ 


E value 


X . ue— xdo 


i*iaL.cn xengtri 




% identity 




NCBI Description 


A. thaliana bfruct4 gene 


O tit^ . INU • 


1 '^f^A^l 


oeq. xu 


T ynoo— — — t?i — ti 9 

hloZZ, UO ^ \2± iliL £ xz 


Method 


BLASTX 


NCBI GI 


gl483177 


biiAbi score 


o o o 


E value 


1 . Ue-oU 


Matcri length 


1 1 yi 
114 


% identity 


Do 


NCBI Description 


(D86598) antifreeze-like 


oeq. JNO . 


xocs4 jy 


ociq. xu 




Method 


BLASTX 


NCBI GI 


g2895510 


DLi/ioi score 


4 yo 


E value 


4 . ue-ou 


Match length 


TOO 

13z 




77 


NCBI Description 


(AF033204) putative pect 




thaliana] 


Seq. No. 


138439 


Seq. ID 


LIB22-085-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g3329368 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


37 


% identity 


78 


NCBI Description 


(AF031244) nodulin-like 


Seq- No. 


138440 


Seq. ID 


LIB22-085-Q1-E2-A6 


Method 


BLASTX 


NCBI GI 


gl943751 



[Picea abies] 



[Arabidopsis 



16663 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



246 

2.0e-21 

62 

76 

{U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 {U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138441 

LIB22-085-Q1-E2-C4 

BLASTX 

gl35535 

455 

2.0e-45 

94 

98 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-l-ALPHA) 
(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 

thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 

alpha/TCP-1 [Arabidopsis thaliana] 

138442 

LIB22-085-Q1-E2-G12 

BLASTX 

g4587685 

677 

2.0e-71 

132 
99 

(AC007197) putative methylmalonate semi-aldehyde 
dehydrogenase [Arabidopsis thaliana] 

138443 

LIB22-086-Q1-E1-A10 

BLASTX 

g2462746 

212 

4.0e-17 

91 

93 

{AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

138444 

LIB22-086-Q1-E1-B2 

BLASTN 

g3985934 

243 

l.Oe-134 

372 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJE7, complete sequence [Arabidopsis thaliana] 



Seq, No. 



138445 



16664 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-086-Q1-E1-C9 

BLASTN 

gl490552 

206 

l.Oe-112 

206 

100 

Arabidopsis thaliana 



S-adenosylmethionine decarboxylase 



(SAMdc) rtiRNA, complete cds 
138446 

LIB22-086-Q1-E1-D3 

BLASTN 

g2275194 

231 

l.Oe-127 

312 

97 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138447 

LIB22-Q86-Q1-E1-E1 

BLASTX 

gl402908 

444 

3.0e-44 

101 

85 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 

138448 

LIB22-086-Q1-E1-E12 

BLASTN 

g2477521 

122 

l.Oe-62 

122 

100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138449 

LIB22-086-Q1-E1-E8 

BLASTN 

g2564050 

223 

l.Oe-122 

307 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138450 



16665 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB22-086-Q1-E1-F6 

BLASTX 

g4713953 

638 

7.0e-67 

129 

94 

{AC007293) subtilisin-like protease, 3' 
[Arabidopsis thaliana] 



138451 

LIB22-086-Q1-E1-G5 

BLASTN 

g4753645 

360 

0. Oe+00 

360 

100 

Arabidopsis thaliana 
(ESSA project) 



partial 



DNA chromosome 4, BAC clone F17N18 



138452 

LIB22-086-Q1-E1-G6 

BLASTN 

g2618602 

420 

0. Oe+00 

420 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 



PI clone 



138453 

LIB22-086-Q1-E1-H1 

BLASTX 

g4455342 

354 

9.0e-34 

64 

100 

(AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 



138454 

LIB22-086-Q1-E1-H10 

BLASTN 

g3063690 

215 

l.Oe-117 

343 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4D11 



138455 

LIB22-086-Q1-E1-H7 
BLASTX 



16666 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3063445 
182 

2.0e-13 

118 

4 

(AC003981) F22013.7 [Arabidopsis thaliana] 
138456 

LIB22-087-Q1-E1-A1 

BLASTN 

g3242970 

164 

2.0e-87 

164 

100 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM, 
complete sequence [Arabidopsis thaliana] 

138457 

LIB22-087-Q1-E1-A11 

BLASTN 

g3860243 

61 

4.0e"26 

145 

86 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138458 


Seq. ID 


LIB22-087-Q1-E1-A6 


Method 


BLASTX 


NCBI GI 


g4680643 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


101 


% identity 


36 


NCBI Description 


(AF132936) CGI-01 protein [Homo sapiens] 


Seq. No. 


138459 


Seq. ID 


LIB22-087-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


381 


E value 


9.0e-37 


Match length 


118 


% identity 


64 


NCBI Description 


(AL035394) putative protein [Arabidopsis 


Seq. No. 


138460 


Seq. ID 


LIB22-087-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


gl707011 


BLAST score 


564 


E value 


3.0e-58 


Match length 


106 


% identity 


100 



16667 



NCBI Description 



® 



(U78721) auxin-repressed protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


138461 


Seq, ID 


LIB22-087-Q1-E1-C7 








rrO'^O'^A 1 fl 
y ^ Ozio^ 1 u 


jDj-irio 1 score 








Match length. 


loo 


% identity 


4 0 


\r T3 T ^ o V* T +• ^ *^ r~i 
iNUoi ue3crj.pT-.xon 


^riruioyij; oKjjiris Lnoiuo sapiensj 


oeq* iNO, 


1 "^QAC^O 
lOOfi 


Seq. ID 


LIB22-087-Q1-E1-D2 


Method 


BLASTX 










iLi vaxue 


1 . ue 


^/la "J" 1 qtii^'HVi 
rClciLCli xtiiiy Lll 




% identity 




iNurJi uescripmon 


^Auuuzzyz; oiinnar co Hir— cicrace 




unaiiana J 


Seq. No. 


138463 


Seq. ID 


LIB22-087-Q1-E1-D6 


Method 


BLASTN 


NCBI GI 


g4185128 


BLAST score 


295 


E value 


l.Oe-165 


Match length 


405 


% identity 


98 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138464 

LIB22-087-Q1-E1-E2 

BLASTX 

g4585980 

423 

l.Oe-41 

138 

68 

{AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 

138465 

LIB22-087-Q1-E1-E6 

BLASTX 

g2130080 

319 

2.0e-29 

94 

60 

Nrampl protein - rice >gi_147 0320_bbs_17 7441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots. Peptide, 517 aa] 



16668 




[Oryza sativa] >gi__2231132 {L41217) integral membrane 
protein [Oryza sativa] 



O c2 > IN O • 


XOO fi 0 D 


Seq. ID 


LIB22-087-Q1-E1-F7 


Method 


BLASTX 




gzzyiiyu 


oLiiio i score 


1 

1 Oft 


E value 


J • ue 1 1 


Match length 


y I 


% identity 




wudi uescripuion 


(A£Uib4zz} contains siiuiiarity to irK aomams 




[Caenorhabdit is elegans] 


Seq. No. 


138467 


Seq, ID 


LIB22-087-Q1-E1-G5 


jxie cnoa 




JNUrSl LrX 


g4 41 / z o u 


nUAoi score 




E value 


z , ue-oo 


Match length 


llo 


-5 Identity 


yu 


NCBI Description 


(ACuu/Uiy) putative ATP synthase LAraJoiaopsis tnalianaj 


oeq. JNo. 


1 Jo4 bo 


Seq. ID 


LIB22-087-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g4371z78 


BLAST score 


ziy 


E value 


1 ri A ion 

1 . Oe-lzU 


Matcn lengtn 


z4o 


% Identity 


31 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T2N18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq, No. 


138469 


Seq. ID 


LIB22-087-Q1-E1-H2 


Method 


bliAblN 




COT on^ 

g4oolz(J4 


BLAST score 


o / 


Lt vaiue 


1 . ue~ jU 


JXlaLcn lengtri 


yi 


^ Identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for putative ion channel, cng 


oeq. NO. 


lJo4 /U 


Seq. ID 


LIB22-087-Q1-E1-H8 


Method 


BLASTN 


MPTST PT 


gzz D4o O / 


BLAST score 


281 


E value 


l.Oe-157 


Match length 


341 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC F6P23 from chromosome IV, top 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


138471 



16669 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB22-088-Q1-E1-A3 

BLASTN 

g3522932 

286 

l.Oe-160 

290 
100 

Arabidopsis thaliana chromosome II BAG F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138472 

LIB22-088-Q1-E1-A8 

BLASTX 

g2352492 

293 

l.Oe-26 

103 

54 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 {AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

138473 

LIB22-088-Q1-E1-B10 

BLASTN 

g4056429 

373 

0. Oe+00 

373 

100 

Arabidopsis thaliana chromosome 1 BAG F508 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138474 

LIB22-088-Q1-E1-C3 

BLASTN 

g4455168 

224 

l.Oe-123 

252 
97 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone FIOMIO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138475 

LIB22-088-Q1-E1-F12 

BLASTX 

g2118220 

337 

l.Oe-31 

98 
71 

H+-transporting ATPase (EG 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 



16670 




>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_einb_CAB38812.1_ {AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138476 

LIB22-088-Q1-E1-F3 

BLASTX 

g730544 

162 

l.Oe-11 

64 

66 

60S RIBOSOMAL PROTEIN L24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138477 

LIB22-088-Q1-E1-G11 

BLASTX 

g2924777 

123 

5.0e-29 

91 

77 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138478 

LIB22-088-Q1-E1-G2 

BLASTN 

g4678266 

205 

l.Oe-111 

366 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F15B8 



Seq. No. 


138479 


Seq. ID 


LIB22-088-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


589 


E value 


3.0e-61 


Match length 


121 


% identity 


94 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq- No. 


138480 


Seq. ID 


LIB22-088-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g4559375 


BLAST score 


237 


E value 


l.Oe-131 


Match length 


306 


% identity 


98 



16671 



NCBI Description Arabidopsis thaliana chromosome II BAG FllClO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138481 

LIB22-089-Q1-E1-A8 

BLASTN 

g488786 

65 

4.0e-28 

169 

85 

B.oleracea putative imbibition protein mRNA 
138482 

LIB22-089-Q1-E1-C12 

BLASTX 

g4006829 

722 

9.0e-77 

139 

100 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
138483 

LIB22-089-Q1-E1-E8 

BLASTN 

g2618602 

213 

l.Oe-116 

213 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

138484 

LIB22-089-Q1-E1-F2 

BLASTN 

g3250673 

125 

3.0e-64 

133 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138485 

LIB22-089-Q1-E1-F7 

BLASTN 

g3004543 

227 

l.Oe-125 

355 
99 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138486 



16672 











NCBI GI 


g4096693 


BLAST score 


221 


E value 


3 . ue X 0 


Match length 




•s laentxty 


lUU 


iNL-DX JUcSCZTXpt-LOn 




beq, NO. 




ocq . ±u 








NCBI GI 




BLAST score 


174 


E value 


5.0e-93 


Match length 


419 


% identity 


100 


NCBI Description 


Arabidopsis Thaliana 



-hydroxylase [Arabidopsis thaliana] 



,C F6A4, Chromosome IV^ near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138488 

LIB22-089-Q1-E1-H2 

BLASTX 

gl480078 

444 

3.0e-44 

88 
100 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277_gb_AAB71545 . 1__ (AF019927) 
GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 



Seq. No. 


138489 




Seq. ID 


LIB22-089- 


Q1-E1-H9 


Method 


BLASTX 




NCBI GI 


g3386604 




BLAST score 


202 




E value 


7.0e-16 




Match length 


107 




% identity 


36 




NCBI Description 


(AC004665) 


putative 


Seq. No, 


138490 




Seq. ID 


LIB23-001- 


Q1-E1-A5 


Method 


BLASTX 




NCBI GI 


g3445209 




BLAST score 


126 




E value 


3,0e-38 




Match length 


99 




% identity 


76 




NCBI Description 


(AC004786) 


putative 




thaliana] 




Seq. No. 


138491 




Seq. ID 


LIB23-001- 


Q1-E1-C2 


Method 


BLASTN 




NCBI GI 


g3176693 





I [Arabidopsis 



16673 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

2.0e-16 

141 

83 

Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138492 

LIB23-001-Q1-E1-C8 

BLASTN 

g3449320 

396 

O.Oe+00 

400 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 



138493 

LIB23-001-Q1-E1-C9 

BLASTN 

g516042 

60 

l,0e-25 

92 

91 

Arabidopsis thaliana Columbia Dwarfl 
cds 



(DWFl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



138494 

LIB23-001-Q1-E1-E4 

BLASTN 

g217842 

33 

7.0e-09 

61 

89 

A. thaliana mRNA for protein kinase 
138495 

LIB23-001-Q1-E1-F4 

BLASTX 

g399013 

476 

5.0e-48 

96 

98 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP^ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607__prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

138496 

LIB23-001-Q1-E1-H3 



16674 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244827 

403 

2.0e-39 

119 

74 

{Z97336) hypothetical protein [Arabidopsis thaliana] 
138497 

LIB23-002-Q1-E1-B3 

BLASTX 

g4512660 

343 

2.0e-32 

106 

59 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544467__gb_AAD22374.1_AC006580_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138498 

LIB23-002- 

BLASTX 

g4538943 

475 

6.0e-48 

102 

84 

(AL049483] 
thaliana] 



■Ql-El-El 



putative beta-galactosidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138499 

LIB23-002-Q1-E1-E4 

BLASTN 

g4587986 

43 

5.0e-15 

131 

83 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138500 

LIB23-002-Q1-E1-G11 

BLASTN 

g3046856 

74 

6.0e-34 

74 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138501 

LIB23-002-Q1-E1-G12 

BLASTN 

g4580530 



16675 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



256 

l.Oe-142 

256 

100 

Arabidopsis thaliana scarecrow-like 14 (SCL14) inRNA, 
partial cds 



138502 

LIB23-003-Q1-E1-A11 

BLASTX 

gll5783 

101 

2.0e-22 

68 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_eitib_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



138503 

LIB23-003-Q1-E1-C10 

BLASTX 

g3941436 

275 

6.0e-25 

57 

86 

(AF062872) putative transcription factor [Arabidopsis 
thaliana] 

138504 

LIB23-003-Q1-E1-D7 

BLASTX 

g3183454 

172 

2.0e-12 

98 

38 

HYPOTHETICAL 30,7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_emb_CAA10859__ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_2633767_emb_CAB13269_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 

138505 

LIB23-003-Q1-E1-H2 

BLASTX 

g2335096 

589 

4.0e-61 

116 

100 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
138506 

LIB23-004-Q1-E1-B6 
BLASTN 



16676 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212846 
252 

l.Oe-139 

416 

99 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq, NO. 


T "3 Q R m 
IJoOU / 


oeq. iJJ 




Metnoa 


BLAbiN 




A Q ^: Q / c 

gouyDy4 d 


r5ijH.oi score 


4i 1 y 


Ij va.xue 


u . ueTUu 


Match length 


434 


% identity 


99 


NCBI Description 


Arabidopsis thaliana mRNA for putative cyclic 




nucleotide-regulated ion channel, cngcl 


Seq. No. 




Seq. ID 


LIB23-004-Q1-E1-E10 


Method 


BLASTX 


NOBI GI 


gJ4 Dlol / 


bijAbi score 


1 /o 


E value 


1 A,^ T O 


Match length 


64 


% identity 


55 


NCBI Description 


{AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No, 


138509 


Seq. ID 


LIB23-004-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g4220643 


BLiAbJ. score 




E value 








% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MWD22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138510 


Seq. ID 


LIB23-004-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g4633087 


BLAST score 


433 


E value 


3.0e-43 


Match length 


88 


% identity 


93 


NCBI Description 


{AF102508) fizzy-related protein [Homo sapiens] 



Seq. No. 138511 

Seq, ID LIB23-004-Q1-E1-G1 

Method BLASTX 

NCBI GI g2651314 

BLAST score 372 

E value l.Oe-35 

Match length 108 



16677 



% identity 

NCBI Description 



69 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



138512 

LIB23-005-Q1-E1-D6 

BLASTN 

g259446 





O -7 


Hj VclXU-C 




Match length 


244 


% identity 


71 


iNL/tii uescnption 


g±ycine rrcn prouem 




y^Z^f misNPif DOU nnj 


oeq • ino . 


XO O-J xo 


O r\ TT\ 

beq. lu 




Metnoa 


BLiAblX 




g4± 41 ODlZ 


jbixfio i score 


0 / o 


E value 


7.0e-60 


Match length 


121 


% identity 




NCBI Description 


ribosomal protein SI 9 


Seq. No. 




Seq. ID 


LIBz J-UUo-Qi-El-Ez 


Method 


BLASTN 


JNLJdI (jl 


/x'5n>! '71 fin 


rJii/io i score 




E value 


u . ue+uu 


Match length 


364 


% identity 


66 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


138515 


oeq. iJJ 


T TT39 — fin Ci— — in 17/1 


Method 




NCBI GI 


g44ooloo 


rsLAoi score 




E value 


u . ue+uu 


ixiaucn xsnyun 




% identity 


100 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


138516 


Seq. ID 


LIB23-005-Q1-E1-F4 


Method 


BLASTN 


NCBI GI 


g2828185 


BLAST score 


322 


E value 


O.Oe+00 


Match length 


322 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana. 



[Solanum tuberosum] 



DNA chromosome 4, BAC clone FIOMIO 



MUD21, complete sequence 



imic DNA, chromosome 5, 
[Arabidopsis thaliana] 



PI clone: 



16678 



# 



Seq. No. 


138517 


Seq. ID 


LIB23-005-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g4204270 


BLAST score 


274 


E va.lue 


o . Oe-24 


Match length 


91 


% identity 


64 


NCBI Description 


(AC005223) branched- chain alpha-keto aci 




beta subunit [Arabidopsis thaliana] 


Seq. No. 


138518 


Seq. ID 


LIB23-005-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g4100433 


Diiiioi score 


321 


E value 


l.Oe-29 


Match length 


107 


% identity 


62 


NCBI Description 


(AF000378) beta-glucosidase [Glycine max 


Seq, No. 


138519 


Seq. ID 


LIB23-006-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


512 


E value 


4.0e-52 


Match length 


96 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 




(CAB-140) (LHCP) >ai 16376 pmb rAA97^d^ 




chlorophvll a/b bindina nrnl-piTT fTHrp z\r 




thaliana] 


Seq. No. 


138520 


Seq. ID 


LIB23-006-Q1-E1-B8 


Method 


BLASTX 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3287679 
675 

3.0e-71 

137 

99 

(AC003979) 



T22J18.6 [Arabidopsis .thaliana] 



138521 

LIB23-006-Q1-E1-D6 

BLASTX 

g4544402 

190 

2.0e-14 

137 
31 

{AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

138522 

LIB23-006-Q1-E1-E7 



16679 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4504909 

250 

2.0e-21 

119 

45 

karyopherin (importin) beta 3 >gi__2102696 (U72761) 
karyopherin beta 3 [Homo sapiens] 

138523 

LIB23-006-Q1-E1-F3 

BLASTX 

g2911067 

516 

9.0e-53 

111 

94 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138524 

LIB23-006-Q1-E1-G10 

BLASTN 

g4006885 

261 

l.Oe-145 

309 

96 

Arabidopsis thaliana 
fragment No 



DNA chromosome A, ESSA I AP2 contig 



138525 

LIB23-006-Q1-E1-G3 

BLASTX 

g2738248 

440 

9.0e-44 

120 
77 

{U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



138526 

LIB23-006-Q1-E1-H12 

BLASTN 

g3449317 

185 

l.Oe-100 

185 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKM21, complete sequence [Arabidopsis thaliana] 



PI clone: 



138527 

LIB23-007-Q1-E1-B10 

BLASTN 

g4325323 



16680 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218 

l.Oe-119 

248 

96 

Arabidopsis thaliana lysyl-tRNA synthetase mRNA^ complete 
cds 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138528 

LIB23-007-Q1-E1-B11 

BLASTN 

g3075383 

137 

5.0e-71 

353 

100 

Arabidopsis thaliana chromosome II BAG T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


1 o o c o o 


Seq. ID 


LIBz 3-007 -Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


g4589438 


BLAST score 


'D O (C 


E value 


U . Ue+UO 


Match length 


"3 Q C 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chro] 




MQJ2, complete sequence 


Seq. No. 


138530 


Seq. ID 


LIB23-007-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


gl853966 


DiiAoi score 




E value 


6.0e-49 


Match length 


111 


% identity 


86 


NCBI Description 


{D83511) ATMYCl [Arabidopsis thaliana] 


Seq, No. 


138531 


Seq. ID 


LIB23-007-Q1-E1-C1 


Method 


BLASTN 


NCBI GI 


g2244747 


BLAST score 


301 


E value 


l.Oe-169 


Match length 


354 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




fragment No 


Seq. No. 


138532 


Seq. ID 


LIB23-007-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g4753658 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


80 



bf PI clone: 



ESSA I contig 



16681 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

(AL049751) putative protein [Arabidopsis thaliana] 
138533 

LIB23-007-Q1-E1-D12 

BLASTN 

g3252804 

263 

l.Oe-146 

346 

69 

Arabidopsis thaliana chromosome II BAC F26C24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



138534 

LIB23-007-Q1-E1-D3 

BLASTN 

g3451055 

312 

l.Oe-175 

350 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16G20 



138535 

LIB23-007-Q1-E1-D5 

BLASTX 

g99741 

372 

8.0e-36 

114 

46 

P-glycoprotein pgpl - Arabidopsis thaliana 
138536 

LIB23-007-Q1-E1-D7 

BLASTX 

g2281697 

169 

6.0e-12 

96 

41 

(AF010138) transcription factor [Mus musculus] 
138537 

LIB23-007-Q1-E1-E8 

BLASTN 

g3128136 

424 

O.Oe+00 

427 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 



138538 



16682 



Sea ID 


LIB23-007-O1-E1-F3 


Method 


BLASTX 


NCBI GI 


g4522012 


BLAST score 


251 


Hi V d-L HC 


1 ne-:?i 

X » VJC ^ X 






o xuc^ii u -L L. y 




Wr*RT n^^r'T^i "Pit" 1 on 


V-TiV^U \J I \J \J ^ ) lLy^\J C-ll^ UXk^dX ^XvJL.CXii LraX dJ^XvX^^O X O 


o t-j^ • IN (J • 


XO O C/O -? 


Sea ID 


J-IXLJ£«>_' U / S&X HiX 1. ^ 


Method 


BLASTN 


NCBI GI 


a2760165 


BLAST score 


298 


E value 


l.Oe-167 


Match 1 pTirrth 


330 


^ 1 dPTit i t V 

O -1- vi' 1 X \v J_ L> y 


100 




rlx dJJXvJ.(J|^oXt> UXlaXXdlid ytSIlOmJLo Uvi£\f 0X1x01110501116 




L -/ f \^\J1LL^ OCV^Ll.diOC7 [^flX ClkJ J-\Ji\J kJ Q -L, Q L>iJldXXdlld 


o c • vt\j * 


XO O J 4 U 


Sea TO 


XlXlJ^^ \J VJ / S^X CiX IIXU 


Method 


BLASTN 






BLAST score 


103 


E value 


3.0e-51 






^ xu.ent.iL.y 


QA 


iNu^xjx uescrxpuxon 


/iraoxaopsis unaxiana una cnroniosoine 4, rjooA i 




rrayinenu no 


o e q . IN o . 


XO O O 4 ± 




XiXO^O VJ U / ^X CiX £1X^ 


Method 


RT.A^TN 


NCBI GI 


a2656025 

\^ \J -^J \J \J 'tJ 


BLAST score 


320 


E value 


l.Oe-180 


lid U^^IX Xdl^ Uli 


JO -7 


o XUdlL.XL>y 


1 on 

X w u 


LN^L>X OX X^ L.XvJii 


rix dxJxu.upo Liicixxdnd yenoiuic uiN/i^ cnr oiuosoiue 








1 '^Q R ^ 9 


tJC « X u 


T,TR9^-nn7-nl -F1 -R7 
xixo^j uwi ^x iLX n / 


Method 

L XV^ X X V-/ 


BLASTX 


NCBI GI 


g2673920 


BLAST score 


425 


E value 


4.0e-42 


Match length 


83 


% identity 


100 



5, PI clone 



contig 



5, PI clone 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AC002561) similar to Drosophila couch potato protein 
[Arabidopsis thaliana] 

138543 

LIB23-008-Q1-E1-A12 

BLASTX 

g3219858 



16683 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



389 

9.0e-38 

105 

84 

DNA-DIRECTED RNA POLYMERASE II 13,6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

>gi_4678938__emb_CAB41329.1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138544 

LIB23-008-Q1-E1-A3 

BLASTX 

g2129727 

195 

6.0e-15 

75 

60 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
{U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


138545 


Seq. ID 


LIB23-008-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


gl854445 


BLAST score 


499 


E value 


l.Oe-50 


Match length 


117 


% identity 


78 


NCBI Description 


(D83971) CPRD14 protein [Vigna unguiculata] 


Seq. No. 


138546 


Seq. ID 


LIB23-008-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g2252848 


BLAST score 


277 


E value 


l.Oe-154 


Match length 


415 


% identity 


60 


NCBI Description 


Arabidopsis thaliana BAC TM018A10 


Seq. No. 


138547 


Seq. ID 


LIB23-008-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


426 


E value 


O.Oe+00 


Match length 


429 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MLN21, complete sequence 


Seq. No. 


138548 


Seq. ID 


LIB23-008-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


g2980787 



3, PI clone; 



16684 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



354 

O.Oe+00 

424 

99 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



138549 

LIB23-008-Q1-E1-D5 

BLASTN 

g3168605 

80 

6.0e-37 

376 

83 

Arabidopsis thaliana catalase 3 
(CATl) genes, complete cds 



(CAT3) and catalase 1 



138550 

LIB23-008-Q1-E1-E2 

BLASTN 

g4249393 

184 

4.0e-99 

354 

ICQ 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138551 




Seq. ID 


LIB23-008- 


Q1-E1-F9 


Method 


BLASTX 




NCBI GI 


g2760839 




BLAST score 


186 




E value 


6.0e-14 




Match length 


129 




% identity 


35 




NCBI Description 


(AC0031G5) 


putative receptor 


Seq. No. 


138552 




Seq. ID 


LIB23-008- 


Q1-E1-G4 


Method 


BLASTX 




NCBI GI 


g3540185 




BLAST score 


355 




E value 


l.Oe-33 




Match length 


119 




% identity 


50 




NCBI Description 


(AC004122) 


Highly Similar to 



Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



aminotransferase [Arabidopsis thaliana] 
138553 

LIB23-008-Q1-E1-G6 

BLASTX 

g4467128 

743 

3.0e-79 
141 



16685 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AL035538) 



putative protein [Arabidopsis thaliana] 



138554 

LIB23-008-Q1-E1-H11 

BLASTN 

g4199934 

191 

l.Oe-103 

277 

100 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 

138555 

LIB23-008-Q1-E1-H7 

BLASTN 

g472870 

114 

3.0e-57 

286 
94 

A. thaliana gene for methyltransf erase 
138556 

LIB23-009-Q1-E1-F2 

BLASTX 

g4678301 

276 

2.0e-24 

87 

62 

(AL049655) pectate lyase-like protein [Arabidopsis 
thaliana] 

138557 

LIB23-009-Q1-E1-F8 

BLASTN 

g4115352 

189 

l.Oe-102 

306 

96 

Arabidopsis thaliana chromosome II BAG T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138558 

LIB23-009-Q1-E1-G3 

BLASTN 

g2618602 

283 

l.Oe-158 

379 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJl, complete sequence [Arabidopsis thaliana] 



16686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138559 

LIB23-009-Q1-E1-H8 

BLASTX 

g2894574 

314 

2.0e-29 

61 

98 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ {AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138560 

LIB23-009-Q1-E2-A7 

BLASTN 

g3297806 

131 

8.0e-6B 

171 

94 

Arabidopsis thaliana DNA chromosome 4^ 
(ESSA project) 



BAG clone F17I5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138561 

LIB23-009-Q1-E2-C5 

BLASTN 

g2924733 

66 

3.0e-29 

122 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138562 

LIB23-009-Q1-E2-D2 

BLASTN 

g3128143 

65 

3.0e-28 

197 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138563 

LIB23-009-Q1-E2-D7 

BLASTN 

g4159706 

53 

2.0e-21 

105 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 



Seq. No. 



138564 



16687 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB23-009-Q1-E2-E6 

BLASTN 

g2618683 

130 

8.0e-67 

274 

89 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138565 

LIB23-009-Q1-E2-G10 

BLASTN 

gl490552 

118 

4.0e-60 

142 

96 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138566 

LIB23-010-Q1-E1-A8 

BLASTX 

g4104058 

248 

4.0e-21 

106 

47 

(AF031195) blue copper-binding protein homolog [Triticum 
aestiviom] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138567 

LIB23-010-Q1-E1-B7 

BLASTN 

g3046855 

182 

8.0e-98 

374 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSLl, complete sequence [Arabidopsis thaliana] 

138568 

LIB23-010-Q1-E2-A11 

BLASTX 

g2921158 

591 

2,0e-61 

142 

61 

{AF022909) ClpC [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138569 

LIB23-010-Q1-E2-C12 

BLASTN 

g4760411 



16688 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



364 

O.Oe+00 

368 

100 

Arabidopsis thaliana chromosome 1 BAG F25C20 sequence, 
complete sequence 

138570 

LIB23-010-Q1-E2-D12 

BLASTN 

g2828278 

346 

O.Oe+00 

349 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone T18B16 
(ESSAII project) 

138571 

LIB23-010-Q1-E2-G5 

BLASTX 

g2341034 

619 

l.Oe-64 

124 

100 

(AC000104) F19P19-13 [Arabidopsis thaliana] 
138572 

LIB23-010-Q1-E2-H2 

BLASTX 

gl944575 

360 

2.0e-34 

72 

86 

(Z94058) pectinesterase [Lycopersicon esculentum] 
138573 

LIB23-010-Q1-E2-H9 

BLASTX 

gll68529 

760 

4.0e-81 

149 

96 

SERINE/THREONINE-PROTEIN KINASE ASKl >gi_5418 90_pir S36944 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASKl) - Arabidopsis thaliana >gi_166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi_1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

138574 

LIB23-011-Q1-E1-A9 

BLASTX 

g3152558 

424 



16689 



E value 
Match length 
% identity 
NCBI Description 



4.0e-42 

80 

96 

(AC002986) Similar to M. tuberculosis gene gb_Z96072 and M. 
leprae gene gb_400019. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138575 

LIB23-011-Q1-E1-B1 

BLASTN 

g4757410 

108 

5.0e-54 

203 

98 

Arabidopsis thaliana genomic DNA, 
MVEll, complete sequence 



chromosome 3, PI clone: 



Seq. No. 


138576 




Seq. ID 


LIB23-011-Q1-E1-B4 




Method 


BLASTX 




NCBI GI 


gl663724 




BLAST score 


359 




E value 


3.0e-34 




Match length 


115 




% identity 


57 




NCBI Description 


( U5 08 4 6 ) 4-coumarat e : 


coenzyme A 


Seq, No. 


138577 




Seq, ID 


LIB23-011-Q1-E1-D2 




Method 


BLASTN 




NCBI GI 


g4337186 




BLAST score 


333 




E value 


O.Oe+00 




Match length 


368 




% identity 


99 




NCBI Description 


Arabidopsis thaliana 


chromosome 



ligase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
138578 

LIB23-011-Q1-E1-F4 

BLASTX 

g2708750 

341 

4.0e-32 

101 

64 

{AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138579 

LIB23-011-Q1-E1-G2 

BLASTX 

g4538923 

430 

l.Oe-42 

89 

98 



16690 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



{AL049483) predicted protein destination factor 
[Arabidopsis thallana] 

138580 

LIB23-011-Q1-E1-H7 

BLASTX 

g421826 

574 

2.0e-59 

133 

81 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

138581 

LIB23-012-Q1-E1-A10 

BLASTX 

g267073 

463 

2.0e-46 

85 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir_JQ1587 tubulin 
beta chain - Arabidopsis thaliana >gi_166898 {M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

138582 

LIB23-012-Q1-E1-A3 

BLASTN 

g4185120 

81 

l.Oe-37 

370 . 
98 

Arabidopsis thaliana chromosome 1 BAC F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 

138583 

LIB23-012-Q1-E1-A6 

BLASTN 

g3420042 

68 

8.0e-30 

167 

89 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138584 

LIB23-012-Q1-E1-A7 

BLASTN 

g2252639 

244 

l.Oe-135 
340 



16691 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 



138585 

LIB23-012-Q1-E1-C11 

BLASTN 

g2924732 

96 

9.0e-47 

217 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA2, complete sequence [Arabidopsis thaliana] 



PI clone: 



138586 

LIB23-012-Q1-E1-C6 

BLASTN 

g3241926 

372 

O.Oe+00 

404 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 



138587 

LIB23-012-Q1-E1-D9 

BLASTN 

g4733952 

127 

4.0e-65 

298 

95 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



PI clone: 



BAC F23H11 genomic 



138588 

LIB23-012-Q1-E1-E8 

BLASTX 

g4559366 

508 

9.0e-52 

106 

91 

(AC006585) putative tyrosine transaminase [Arabidopsis 
thaliana] 

138589 

LIB23-012-Q1-E1-G1 

BLASTX 

g3063446 

449 

5.0e-45 

89 

98 

{AC003981) F22013.8 [Arabidopsis thaliana] 



16692 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138590 

LIB23-012-Q1-E1-H6 

BLASTN 

g3337347 

35 

3.0e-10 

203 

83 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138591 

LIB23-013-Q1-E1-B10 

BLASTX 

g2832625 

193 

l.Oe-14 

74 

45 

(AL021711) putative protein [Arabidopsis thaliana] 
138592 

LIB23-013-Q1-E1-D6 

BLASTX 

g531829 

172 

2.0e-12 

77 

48 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138593 

LIB23-013-Q1-E1-D8 

BLASTX 

gl711572 

141 

2.0e-51 

129 

83 

SUCCINYL-COA LIGASE (GDP- FORMING) , ALPHA-CHAIN PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_1076415_pir S30579 succinate — CoA ligase (GDP-f orming) 

(EC 6.2.1,4) alpha chain - Arabidopsis thaliana (fragment) 
>gi_16510_emb_CAA48891_ (X69138) succinate — CoA ligase 
(GDP-forming) [Arabidopsis thaliana] 

138594 

LIB23-013-Q1-E1-F4 

BLASTX 

g4220514 

296 

7.0e-27 

71 

79 

(AL035356) putative protein [Arabidopsis thaliana] 



16693 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138595 

LIB23-013-Q1-E1-F8 

BLASTX 

gll74498 

482 

l.Oe-48 

94 
98 

SYNAPTOBREVIN-RELATED PROTEIN >gi_600710 {M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138596 

LIB23-013-Q1-E1-H5 

BLASTN 

g2828182 

418 

O.Oe+00 

422 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0J9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138597 

LIB23-014-Q1-E1-A1 

BLASTN 

g4092471 

71 

6.0e-32 

79 

97 

Arabidopsis thaliana BAC F9M13 from chromosome IV near 21.5 
cM, complete sequence 

138598 

LIB23-014-Q1-E1-B6 

BLASTN 

g4455321 

161 

l.Oe-85 

172 

99 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome A, BAC clone F4I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138599 

LIB23-014-Q1-E1-C1G 

BLASTX 

g2911049 

312 

8.0e-29 

104 

57 

(AL021961) glucosyltransferase -like protein [Arabidopsis 
thaliana] 



16694 
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X JO DUU 
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(J^^^rt / OX 


BLAST score 


143 


E value 


2.0e-09 


Match length. 


o4 


% identity 


1 0 


NCBI Description 


(AC002334) putative cellulose synthase [Arabidopsis 




UiidXXCLiiCl J 


beq- iNO. 


1 Q Q A Q 

loo dUo 


O^v^ ■ X U 


T TR9'^ — 01 4— 01 -F1 — nQ 
XiXJJi.O UXri yX -DX JJj? 


Mo*!" 1^ (^/H 
tuC LilUVX 


RT Z\ QTV 


NCBI GI 


g2335108 


BLAST score 


428 


E value 


i . ue— 4 


Match length 


y / 


% identity 


Q 1 

ol 


NCBI Description 


{AC002339) putative isulinase [Arabidopsis thaliana] 


beg. NO. 


xoo dU4 




T TR9^ — 01 4— ni -F1 -Fi=i 
XiXJjZj UX^ yX HjX ilij 


rut; uiivjtj. 


JDXu-iO 1 A 


IM ^ IJ X O X 


rr4 m 9^;90 
y *± O XZ OZ U 


BLAST score 


206 


E value 


l.Oe-16 


LYiaucn xengm 


A 7 


% identity 


yi 


NLbi Description 


(ACUU4/yo) Identical to gD__X/ljo4 gene for aspartate k. 




i-iN^iiLUod. j-iic u J. dicio X X jtix cij^x u^uf o X o uiicixxciiici. 


Seg. No. 


138605 


Sag. ID 


LIB23-014-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g3170230 



16695 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i 


1 


439 


1. 


Oe-43 


137 


62 





(AF041848) fructose-6-phosphate 2-kinase 
/fructose-2, 6-bisphosphatase [Spinacia oleracea] 

138606 

LIB23-015-Q1-E1-A5 

BLASTX 

g2492519 

215 

l.Oe-17 

44 

95 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

138607 

LIB23-015-Q1-E1-B2 

BLASTX 

g3928543 

581 

3.0e-60 

128 

84 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



138608 

LIB23-015-Q1-E1-B5 

BLASTN 

g3420043 

43 

4.0e-15 

71 

90 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138609 

LIB23-015-Q1-E1-B8 

BLASTX 

g2738248 

639 

5.0e-67 

120 

100 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

138610 

LIB23-015-Q1-E1-B9 

BLASTX 

gll5783 

409 



16696 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-40 

79 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

138611 

LIB23-015-Q1-E1-C3 

BLASTN 

g3293582 

125 

6.0e-64 

226 

100 

Arabidopsis thaliana BAC T15F16 
138612 

LIB23-015-Q1-E1-C4 

BLASTX 

g2829899 

676 

2.0e-71 

132 

100 

(AC002311) similar to ripening-induced protein^ 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

138613 

LIB23-015-Q1-E1-C6 

BLASTX 

g3004551 

170 

5.0e-12 

98 

44 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
138614 

LIB23-015-Q1-E1-D6 

BLASTX 

g3461818 

187 

2.0e-14 

54 

70 

(AC004138) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq- No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



138615 

LIB23-015-Q1-E1-E4 

BLASTX 

gl70354 

606 

4.0e-63 



16697 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
22 

(M74156) 



pentameric polyubiquitin [Nicotiana sylvestris] 



138616 

LIB23-015-Q1-E1-E8 

BLASTX 

g2462929 

661 

l.Oe-69 

127 
100 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
138617 

LIB23-015-Q1-E1-F1 

BLASTX 

g4099090 

482 

l.Oe-48 

138 
74 

(U83178) unknown [Arabidopsis thaliana] 
138618 

LIB23-015-Q1-E1-G8 

BLASTX 

gll5767 

156 

6.0e-ll 

34 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi__81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

138619 

LIB23-G15-Q1-E1-H3 

BLASTX 

g3096947 

708 

4.0e-75 

137 

99 

{Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



138620 

LIB23-016-Q1-E1-B5 

BLASTX 

gl66867 

649 

4.0e-68 



16698 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
88 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

138621 

LIB23-016-Q1-E1-B7 

BLASTN 

g2088638 

303 

l.Oe-170 

355 

95 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138622 

LIB23-016-Q1-E1-D11 

BLASTX 

gl841355 

261 

7.0e-23 

66 

65 

(D85381) 
sativa] 



cytochrome c oxidase subunit Vb precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138623 

LIB23-016-Q1-E1-E11 

BLASTN 

g3327922 

286 

l.Oe-160 

286 

100 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138624 

LIB23-016-Q1-E1-E12 

BLASTX 

g4757796 

251 

l.Oe-21 

106 

46 

arsA (bacterial) arsenite transporter, ATP-binding, homolog 
1 >gi_1616741 {U60276) hASNA-I [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138625 

LIB23-016-Q1-E1-E2 

BLASTX 

g2506276 

313 

8.0e-29 

76 

84 



16699 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 {U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi__4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

138626 

LIB23-016-Q1-E1-F10 

BLASTN 

g4757678 

162 

6.0e-86 

370 

99 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

138627 

LIB23-016-Q1-E1-F4 

BLASTN 

g4589445 

288 

l.Oe-161 

288 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

138628 

LIB23-016-Q1-E1-H1 

BLASTX 

-g4249386 

498 

2.0e"50 

97 

100 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 

138629 

LIB23-016-Q1-E1-H2 

BLASTN 

g402903 

38 

2.0e-12 

158 

94 

Arabidopsis thaliana Columbia laminin receptor-like protein 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138630 

LIB23-017-Q1-E1-A7 

BLASTX 

g2894574 



16700 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



485 

4.0e-49 

93 

99 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ {AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

138631 

LIB23-017-Q1-E1-B11 

BLASTX 

g300264 

198 

2 ,06-15 

73 

58 

(S59747) HSP68=68 kda heat-stress DnaK homolog [Solanum 
tuberosum=potatoes. Peptide Mitochondrial, 682 aa] [Solanum 
tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138632 

LIB23-017-Q1-E1-B9 

BLASTX 

g2494116 

322 

6,0e-30 

57 

98 

(AC002376) Similar to Synechocystis hypothetical protein 
{gb__D90915) . [Arabidopsis thaliana] 

138633 

LIB23-017-Q1-E1-C12 

BLASTN 

g2564047 

377 

O.Oe+00 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



138634 

LIB23-017-Q1-E1-D5 

BLASTX 

g3695385 

390 

8,0e-38 

104 

80 

{AF096370) similar to Medicago truncatula MtN21 
(GB:Y15293) [Arabidopsis thaliana] 

138635 

LIB23-017-Q1-E1-E3 

BLASTN 

g4159704 



16701 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

O.Oe+00 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

138636 

LIB23-017-Q1-E1-F6 

BLASTX 

gll5783 

231 

l.Oe-19 

58 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (XQ3909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

138637 

LIB23-017-Q1-E1-F7 

BLASTX 

g3834328 

487 

2.0e-49 

105 

100 

(AC005679) Strong similarity to glycoprotein EPl gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF__00954. [Arabidopsis thaliana] 

138638 

LIB23-017-Q1-E1-G8 

BLASTN 

g2980757 

197 

l.Oe-107 

284 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

138639 

LIB23-017-Q1-E1-H12 

BLASTX 

gl352243 

596 

4.0e-62 

118 

99 

LIGHT-MEDIATED DEVELOPMENT PROTEIN DETl 

>gi_625972_pir A54841 DETl protein - Arabidopsis thaliana 

>gi_510275 (L33695) DETl [Arabidopsis thaliana] >gi_3695414 
(AF096373) Arabidopsis thaliana light -mediated development 
protein DETl (SP:P48732) [Arabidopsis thaliana] 
>gi 4538982 emb CAB39770.1 (AL049487) Deetiolatedl (DETl) 



16702 



light signal transduction protein [Arabidopsis thaiiana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138640 

LIB23-018-Q1-E1-B10 

BLASTX 

gll70555 

218 

l.Oe-17 

121 

44 

MYO-INOSITOL 4-0-METHYLTRAlSlSFERASE >gi_282822_pir S22696 

methyltransferase - common ice plant >gi_167262 (M87340) 
myo-inositol 0-methyl transferase [Mesembryanthemuia 
crystallinum] >gi_1488237 (U63634) inositol 
methyltransferase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138641 

LIB23-018-Q1-E1-E10 

BLASTX 

g2864623 

548 

2.0e-56 

124 

90 

(AL021811) putative protein [Arabidopsis thaiiana] 
138642 

LIB23-018-Q1-E1-E7 

BLASTX 

g259447 

178 

2.0e-13 

30 
93 

(S47409) glycine-rich protein, atGRP {clone atGRP-3} 
[Arabidopsis thaiiana, C24, Peptide, 145 aa] [Arabidopsis 
thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138643 

LIB23-018-Q1-E1-F12 

BLASTX 

g3600058 

548 

2.0e-56 

112 

100 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaiiana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138644 

LIB23-018-Q1-E1-F2 

BLASTX 

g2459445 

283 

2.0e-25 

80 

30 



16703 



NCBI Description 



(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 


138645 


Seq. ID 
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Lie; LilUU. 


DJuriD 1 A 


NPRT 


rt'^CiAl'] CiA 






£j V dX UitJ 


^ • Uc jD 


i*iaLcn xengun 


luy 


^ icienT-jLi-y 


D / 




\±\siuDoyiy} JNO aerinition line 


Sea No 




Seq. ID 


LIB23-018-Q1-E1-H1 
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KIPRT CIT 
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% identity 


DO 


jnujdi uescription 


Arabidopsis thaliana genomic 




K5K13, complete sequence 


Seq. No. 


138647 


Seq. ID 


LIB23-018-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


g2618599 


BLAST score 


164 


E value 


2.0e-87 


Match length 


172 


% identity 


99 



DNA, chromosome 3, TAG clone: 



NCBI Description Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138648 

LIB23-019-Q1-E1-A1 

BLASTX 

gl707011 

208 

2,0e-16 

37 

100 

(U78721) auxin-repressed protein isolog [Arabidopsis 
thaliana] 

138649 

LIB23-019-Q1-E1-A2 

BLASTX 

g2746341 

360 

2.0e-34 

74 

85 

(AF037590) ATA27 [Arabidopsis thaliana] 



Seq. No, 



138650 



16704 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



LIB23-019-Q1-E1-B6 

BLASTN 

g3985957 

321 

O.Oe+00 

365 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138651 

LIB23-019-Q1-E1-D3 

BLASTX 

g2832642 

144 

6.0e-09 

84 

20 

{AL021710) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



138652 

LIB23-019-Q1-E1-E6 

BLASTX 

gl432083 

546 

4.0e-56 

124 

88 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi__3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 
>gi_3719209 (U97020) UIPl [Arabidopsis thaliana] 

138653 

LIB23-019-Q1-E1-E7 

BLASTN 

g4678371 

444 

O.Oe+00 

444 

72 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 



138654 

LIB23-019-Q1-E1-F10 

BLASTN 

g3869075 

351 

O.Oe+00 

406 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 

138655 

LIB23-019-^0l-El-G4 



PI clone: 



16705 



# 







JNLJbi bl 


gou** OOOO 


BLAST score 
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E value 
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Ma ucn lengrn 


liU 


-6 Identity 




NCBI Description 


Arabidopsis thaliana genomic DNA^ chromosome 3/ PI clone 




MSLl/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 Jo boo 


beq. xu 


iiiJ3zouii?yiiijirixvj 




Oj_L£-iO 1 A 


NCBI GI 


g2462929 


BLAST score 


673 


E value 


o . ue~ / 1 


Match length 
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yy 
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g<i 0000^ / 


BLAST score 


251 


E value 


l.Oe-139 


Match length 


zoJ 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F1707 complete 




sequence [Arabidopsis thaliana] 


Seq. No. 


1 0 0 c 0 


beq. lu 


lilD^iO — UZU— yl— ilil — bo 


Method. 


tjlufio i IN 




/t97 ^ QQ1 Q 

gz / *± y y 10 


BLAST score 


236 


E value 


l.Oe-130 


Match length 




% Identity 


lUO 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F3I6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 0 0 /" c n 

1jooo9 


beq. lu 


T Xiao's—no n_r\i _i? 1 _^>i 


Method 


DliAb i N 


NLBI GI 


gzz44y yi 


BLAST score 


340 


E value 


O.Oe+00 


Match length 


340 


% identity 


lUO 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


138660 


Seq. ID 


LIB23-020-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


530 



16706 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-54 

110 

91 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
138661 

LIB23-020-Q1-E1-E10 

BLASTN 

g3738088 

92 

2.0e-44 

217 

97 

Arabidopsis thaliana chromosome II BAG T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138662 

LIB23-020-Q1-E1-E4 

BLASTN 

g3449313 

348 

0,0e+00 

348 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K21P3, complete sequence [Arabidopsis thaliana] 

138663 

LIB23-020-Q1-E1-E5 

BLASTX 

g2497886 

300 

3.0e-27 

54 

100 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 {U11256) metallothionein [Arabidopsis 
thaliana] 



Seq. No, 138664 

Seq. ID LIB23-021-Q2-E1-C12 

Method BLASTX 

NCBI GI g3935138 

BLAST score 540 

E value 2.0e-55 

Match length 123 

% identity 85 

NCBI Description (AC005106) T25N20.2 [Arabidopsis thaliana] 

Seq. No. 138665 

Seq. ID LIB23-021-Q2-E1-D1 

Method BLASTX 

NCBI GI g3402751 

BLAST score 701 

E value 3.0e-74 

Match length 129 



16707 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AL031187) putative protein [Arabidopsis thaliana] 
138666 

LIB23-021-Q2-E1-E1 

BLASTN 

g4206766 

58 

7.0e-24 

58 

100 

Arabidopsis thaliana glycine-rich protein 3 short isoform 
(GRP3S) mRNA, complete cds 

138667 

LIB23-021-Q2-E1-E5 

BLASTX 

g3342802 

440 

l.Oe-43 

113 

76 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138668 

LIB23-021-Q2-E1-F1 

BLASTX 

g2623962 

593 

l.Oe-61 

137 

80 

(Y12540) isocitrate dehydrogenase 
graveolens] 



(NADP+) [Apium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138669 

LIB23-021-Q2-E1-F12 

BLASTX 

g2262167 

595 

7.0e-62 

114 

99 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

138670 

LIB23-021-Q2-E1-G10 

BLASTN 

g2281081 

343 

O.Oe+00 

367 

98 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16708 



# 



Seq. No. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138671 

LIB23-021-Q2-E1-H3 

BLASTN 

g2760167 

195 

l.Oe-105 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015^ complete sequence [Arabidopsis thaliana] 



PI clone 



138672 

LIB23-022-Q2-E1-C11 

BLASTX 

g4757880 

153 

5.0e-10 

113 

28 

BUB3 (budding uninhibited by benzimidazoles 3, yeast) 
homolog >gi_2921873 (AF047472) spleen mitotic checkpoint 
BUB3 [Homo sapiens] >gi_2981231__gb_AAC06258_ (AF053304) 
mitotic checlcpoint component Bub3 [Homo sapiens] 
>gi__3639060 (AF081496) kinetochore protein BUB3 [Homo 
sapiens] 

138673 

LIB23-022-Q2-E1-C6 

BLASTN 

g4580454 

297 

l.Oe-166 

373 
96 

Arabidopsis thaliana chromosome II BAG T2G17 genomic 
sequence, complete sequence 

138674 

LIB23-022-Q2-E1-C7 

BLASTN 

g3426033 

144 

l.Oe-75 

168 
96 

Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138675 

LIB23-022-Q2-E1-E1 

BLASTX 

gl888357 

244 

8.0e-21 

66 

71 



16709 



NCBI Description 



# 



(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154__emb_CAA72432_ {Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 


138676 


Seq. ID 


LIB23-022 




Jlj1js\*D XZi 


NCBI GT 








F. v;^ 1 1 1 P 


7 ^ Oe-73 




1 ^4 

X J 1 


% id©nti1"V 


99 


NCBI Descriotion 


(AC002334 




[Arabidop 


Seq. No. 


138677 


Seq. ID 




Met hod 








BLAST score 


249 


JZj V d-L uc 


J. • Uc X O 0 




jxU 


$: T HpTl t "i t V 


8S 


KFCRT Q r" T* 1 Tii~ "1 on 


rix. di^XUkj^o 


Seq. No. 


138678 


Seq. ID 


LIB23-022 




JDiiflO i A 


NPRT GT 




iDLiAo L score 


oo / 


F*, "^73 1 np 

i_l V U -1- Ui.^ 




iYiaX-cii xenycn 


1 1 Q 


3- T /H Q "1" T "f~ \ r 


1 nn 


J-N^JjX i^CoOX X^ uXv^ii 


\ri.J; XU^ -7X j7 




thalif^na 1 


Seq, No. 


138679 


Seq. ID 


LIB23-022 


Method 


BLASTN 


NCBI GI 


g2564050 


BLAST score 


280 


E value 


l,0e-156 


Match length 


375 


% identity 


98 



similar to disease resistance protein 



contains similarity to expansins [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana] 

138680 

LIB23-022-Q2-E1-H3 

BLASTX 

g4063734 

285 

l.Oe-25 

107 

55 

{AC006259) putative P450 [Arabidopsis thaliana] 



16710 




Otiv^. iNU* 


1 ^ft fifi 1 

XOO DO X 






J. -IV^ V- J>1 V<r 


BLASTX 


NCBI GI 


g4415942 


BLAST score 


568 


£j VdJ- UL^ 






1 1 n 




1 nn 

X u u 




( TXCCid fidl ^ \ h \7T^o1~hp'h 1 r';^! 1 ■nr'0"t~ pnn rAT^;:^}^"! Hone; n a t* hi a 1 i 


O a VtKJ m 


i o o u o ^ 


Seq. ID 


LIB23-023-O1-E1-A4 


Method 


BLASTX 


NCBI GI 


a3850621 


BLAST score 


531 


E value 


l.Oe-54 


M;5"l~ph 1 PTirrl'Vi 


ins 

X\J -J 




1 no 

i U (J 


iNWljX UCoOi i^ UiL/li 


^Vl ^"^P*?^ "OiTHa"}""! T7"£a 15M2i T^in^nno" 'OT^o'HiaTn rZXvraV^'iHo'oc'nCT 
^IXjOO<iJ putdLive rvLNri. DXIiaxny piOUSXn [ididl-JXClOpS XS 




"Hhal T anal 
L,iictXX Ctlid J 




XO 0 OO O 


Cprr TD 
O t:v^ • it/ 


XiXJD^O \lX I-jX 






NCBI GI 


g2464901 


BLAST score 


181 


E vslu© 


9 Ho— 1 

^ii . ue X J 


r'ia t-cn xeng un 


/ D 


^ icieni-iuy 


O X 


iN^jDi Uoibdrip Lion 


\Li^)pi\jo) puL-duive prouexn [iiraDiaopsxs unaxxanaj 


Qoo^ Mo 


XOO 00 




T 71^9 — n9 Pil —"Pi — r'9 


Lie: L>iiwu 


RT.A^TN 




rr9fi'^*=;n'^9 


BLAST score 


219 


E value 


l.Oe-120 


Lid 1,^.^11 xmi<juli 


91 Q 

Z X -7 


^ "i Honi" T +■ \j' 
^ iU.^iiL.iUy 


1 nn 

xu u 


M^T5"r o V* T "T /^T^ 
iN^^Di uesci iption 


i\raoxuopsxs tnaxiana genomic jjinia, cnroiuosoitie irx 




M7Tri P 
LYiii r X o 


oeq. jno . 


X Jo 000 




T TR9 — 0 9 m — T?1 —'CI 
XiX DZ ^ UZ O V^j/X HiX — JIjX 


Method 




NCBI GI 


gl20667 


BLAST score 


145 


E value 


3.0e-09 


Match length 


27 


% identity 


100 



NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 {M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi__166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



16711 



Sf^a No 

lij ^ VJ • i.'l >-/ « 


138686 


Seq. ID 


LIB23-023-O1-E1-E3 


Method 


BLASTX 


NCBI GI 


g2894600 




156 


Hi VclXU-C 


X . X y 




7Q 








fAT.n?1RfiQl nntativp nrotein FArabidoDsis thalianal 


Sea No 


138687 


Sea ID 


LIB23-023-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl684857 




447 


E V3.1lie 


X * T 


^/r^4~r^Vi n /*T "t~ Vi 






37 


N\^n± ueoCX±pL±uii 


f Tin n QAf)\ Tsol \mHi rrn 1 t" 1 n f Pl^;^ c;on 1 n <3 tth 1 rr^ T "i 1 
^u/ i yi\J ) ^L/xy u.Ji-'Xt^Lix uxii l 1 110,0 ci^ix no vuxycixxoj 


O fcS • LN u • 


X .J 0 u 0 0 


Corr TD 

Ot5(^. J-U 


T.TR9^-n??-ni -F.I -F1 n 


'Ma "1— Vi 

lYie Lnoa 


rSXtrio 1 LN 


NCBI GI 


g2160155 


BLAST score 


352 


III Va.J.U.C 




Ayr ^ 4* n ^^^t^ / i 




^ laeiiLiLy 


QQ 




Qiirmfanr'^i rrF "RBP F9 1 Ml 9 "FTnin At^Vtj finn«5 1 «5 "hhallana phi"omosome 

OCvJtldlOC vJ X JT^XIIX^ xxiuflLL f^x dJ^ X v^i^j^o X 0 xiCLX J_ ciim \^±xj_ willv^ox^xilc; 




X^ OwllL^Xc Lfci 0 c v-JU.fc;iH_c L i-iX d X op 0 X 0 t^llcLXXcLllCL J 


o c; . In (J • 


1 '^8fi8Q 

XOO UO -7 


O tr Lj[ • X u 


Xixis^o S^x nix i; J 




OXiriO XIN 


NCBI GI 


g4589437 


BLAST score 


99 


Jij Vaxue 


^ • ft 0 




1 fil 

X 0 X 


% identity 


xuu 


iNL^DX UfcroOXXp UXUXl 


Zival^T Ho"OQ TQ "hVi^^l'ia'na rr^n om i DKI A r^h r*riTno «50Tn^ ^ Pi r'lone" 
ru. ctJ>JXv^L/po X 0 Uiio.xxciiici yciivjiuxo uv\c\f oiix l/illwovjillc ^ ±. \.^_LWii^ • 






o <^ • iN w • 


X ^ 0 u ,7 w 




XlXO^<^ \J .Cj X 1X_/ 




RT A9TY 
OXiri.O J. ^ 


NCBI GI 


g2980774 


BLAST score 


213 


Hj va.xue 


0 • X / 


ixtaTicn xengxii 


ft X 


% identity 


xuu 


NCBI Description 


{AL022198) leucyl aminopeptidase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


138691 


Seq. ID 


LIB23-025-Q1-E1-A1 


Method 


BLASTN 



16712 



NCBT CtT 


a3449316 


BLAST score 


47 


E value 


2.0e-17 




fi3 




QA 




rlX clJUXiXL/fJoXo Ullci.XXci.ilcl ycillUilLXO \Jv*r\f OllX UitLU O vJlLl^ / 




I\-7L/ / / OvJlLL^XcL-C O^yU^rilOC |_rii CtiJXtJ.Up'o X O UiiClX X dliO. j 


oeq. JNO . 


X JO oy^c 




XiXOii-O UZJ ^X ILX riO 






NCBI GI 


g4704613 


BLAST score 


445 


£i VdXLL^ 


^ • Ut; T *± 


Luduv^ll XciiyL-Xl 


X U X 


^ xciern_xx.y 


o o 


INk^DX UcoL-X XpuXUil 


^i-ir XU -? D _?0 y IllOIlUUeiiyQ.XOd5COXJJa.T- 6 Xeu.UOT_doc [■t5xdlb 


oeq. WO. 


Loo oyj 




T.TR9'^-n9 S-ni — F1 — AR 

XjXO^O U^sJ S^-'- -I-iX 






iNL^DX VjX 


rrl 07 (^7 
y X U / D / DO 


BLAST score 


88 


E value 


l.Oe-02 




RD 
o u 


^ xdciicxt.y 


Q 
-7 


iNL^jDx uescripuxon 


iii/vjij^xo protexn ~ wneat -^yi ddiziz eiriD \^jt\BJD i xoh. 




r^krVUlJi^XO L±XXLXoUILl dCoLXvUiUJ 


Seq, No. 


T O O C O /I 


oeq. xu 


XiXdZ o UZO^X litX dxu 


Method. 


JdJjAo IN 


i>Jv»^ijX vjX 


y <^oo xuo -7 


BLAST score 


306 


E value 


l.Oe-172 


LYia c cn X enytn 


"^1 n 

oXU 


^ "t <^On"K"1 4- T 7 

^ XQenLXty 


1 nn 
xuu 


iNOox uescrxpuxon 


Arafc>idopsis thaliana qenoiciic DNA, chromosoiQe 5/ 




i'ionx^^ i^oiLi^xcOtt otryLiciiotr LiT.xdxyXO.\J^oXo uiidxxdiidj 


oeq. iNO . 


1 "5 Q tf; Q c> 


Otiq. XU 


T TR9'^ — n9R— m -T?1 —09 
XiXDZ o UZ3 (ji^X HjX 




O J_Lrt.O ± z\ 


NCBI GI 


g4567271 


BLAST score 


420 


Hi Va.XUc 


z ■ ue f± X 


r'JclUOxl XcXly LIl 


1 9 

X i D 


% identity 


/ 1 


LMK^iDl. L'CO ^-X X^ UX wJli 


^rlL^U u DO *i X y ptlLduXVC J^XIiCoXll pxOLcXIl [ rlX dX)X(J.Opo X 


oeq. NO. 


loo Dyb 


^prr in 
oc:^ . XL/ 


T.TR93-n9 "n-nl -F1 —CA 


Method 


BLASTX 


NCBI GI 


g3928103 


BLAST score 


411 


E value 


2.0e-40 


Match length 


93 



(X81369) 



16713 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

{AC005770) putative water channel protein [Arabidopsis 
tha liana] 

138697 

LIB23-025-Q1-E1-D11 

BLASTN 

g2182289 

387 

0,0e+00 

387 

100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138698 


Seq. ID 


LIB23-025-Q1-E1-D3 


Method 


BLASTX 


NLBX GI 


g3o314o2 


BLAST score 


680 


E value 


7.0e-72 


Match length 


TOO 

123 


-6 laentxty 


100 


NCBI Description 


{ACUUb/OU) putative 


Seq. No. 


138699 


Seq. ID 


LIB23-025-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3785991 


BLAST score 


407 


E value 


3. Oe-40 


Match length 


81 


% identity 


86 


iNv_,rji uescription 


tHuuuoDou; puuaiiive 


Seq. No. 


138700 


Seq. ID 


LIB23-025-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g4558549 


BLAST score 


445 


E value 


l.Oe-44 


Match length 


87 


% identity 


100 


NCBI Description 


(AC007138) putative 




factor [Arabidopsis 


Seq. No. 


138701 


Seq. ID 


LIB23-025-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g2623294 


BLAST score 


91 


E value 


9.0e-44 


Match length 


248 


% identity 


100 



[Arabidopsis thaliana] 



NCBI Description 



Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16714 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138702 

LIB23-025-Q1-E1-F4 

BLASTN 

g3319339 

57 

3.0e-23 

69 

96 

Arabidopsis thaliana BAG F9D12 
138703 

LIB23-025-Q1-E1-F5 

BLASTX 

g2315362 

153 

8.0e-38 

120 

33 

(AF016441) contains similarity to multiple TPR domains 
[Caenorhabditis elegans] 

138704 

LIB23-025-Q1-E1-H8 

BLASTN 

g2104523 

221 

l.Oe-121 

281 

95 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138705 

LIB23-026-Q1-E1-A11 

BLASTN 

g2564048 

126 

l,0e-64 

294 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 

138706 

LIB23-026-Q1-E1-A12 

BLASTN 

gl6228 

66 

7.0e-29 

98 
92 

A, thaliana cor 4 7 mRNA 



PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138707 

LIB23-026-Q1-E1-A2 

BLASTX 

g2914706 



16715 



BLAST score 


# 

486 


E value 


4.0e-49 


Match length 


125 


% identity 


73 


NCBI Description 


(AC003974) putative 




homeobox protein [Arabidopsis thaliana] 



O C • IN vj • 


J. JO f \JO 




Li±D^ O V '^J. CiS. I->0 




RT.A^TX 


iNwDl K3± 


nrA A t; 1^1 Q Q 


Dhtio 1 score 


0 o4 


E value 


y . ue DO 


i-id U J. J-C:X1^ L.ii 


lift 

J. X o 


% identity 


89 


NCBI Description 


{AL035440) putative protein [Arabidopsis 


oeq, NO, 


1 Jo / uy 


beq. IJJ 


T Tooo rsi t71 n 
LlBzo-Uzb-yi-ilil-biU 


Method 


DT 7\ O rpv 
OljAb iA 


NLbl bi 


^-OT O O ^ 

gZ f o33ob 


BLAST score 


O C Q 

zoo 


E value 


4 • ue— 




o / 


% identity 


61 


NCBI Description 


(AC002505) unknown protein [Arabidopsis 


oec5. NO. 


loo / lU 


beq. ID 


LIBzo-Uzo-Qi-El-Dl 


Method 


oJjAb iA 


NLbl bi 


g4ooy4 oU 


BLAbT score 


o o o 


E value 


o . ue—io 


LYiatcn ienyT,n 


1 1 o 


S: 'iH^ri"l~H'f~\7 




NCBI Description 


{AL049500) putative protein [Arabidopsis 


Seq. No. 


138711 


Seq. ID 


LIB23-026-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g419760 


BLAST score 


476 


E value 


3.0e-48 


Match length 


94 


% identity 


50 


NCBI Description 


P-glycoprotein atpgpl - Arabidopsis thai 



>gi_3849833_einb_CAA4364 6_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138712 

LIB23-026-Q1-E1-E9 

BLASTX 

g730456 

332 

3.0e-31 

79 

75 

4 OS RIBOSOMAL PROTEIN SI 9 



16716 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138713 

LIB23-026-Q1-E1-F6 

BLASTN 

g2618602 

331 

O.Oe+00 

335 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138714 

LIB23-026-Q1-E1-G1 

BLASTX 

g3287693 

550 

l.Oe-56 

117 

86 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138715 

LIB23-026-Q1-E1-H2 

BLASTX 

g2317911 

442 

5.0e-44 

105 

85 

{U89959) similar to GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138716 

LIB23-026-Q1-E1-H3 

BLASTN 

g4678291 

233 

l.Oe-128 

346 

100 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAC clone F28P10 



138717 

LIB23-026-Q1-E1-H9 

BLASTN 

g4733952 

223 

l.Oe-122 

251 

97 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



138718 

LIB23-027-Q1-E1-A12 

BLASTN 

g4757401 

86 

l.Oe-40 

183 

91 

Arabidopsis thaliana genomic DNA, 
MGH6, complete sequence 



138719 

LIB23-027-Q1-E1-A3 
BLASTN 
g2062705 
20 

1.8e-01 

48 
31 

Human butyrophilin 
138720 

LIB23-027-Q1-E1-A8 

BLASTN 

g3402745 

260 

l.Oe-144 

374 

100 

Arabidopsis thaliana 
{ESSAII project) 



chromosome 3, PI clone 



(BTF5) mRNA, complete cds 



DNA chromosome 4, BAC clone F18E5 



138721 

LIB23-027-Q1-E1-A9 

BLASTX 

g3021270 

471 

2.0e-47 

104 

87 

{AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

138722 

LIB23-027-Q1-E1-B8 

BLASTX 

gll70203 

647 

6.0e-68 

128 

99 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

138723 

LIB23-027-Q1-E1-C10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2435514 
550 

l.Oe-56 

123 

84 

{AF024504) Similar to serine/threonine protein kinase; 
coded for by A, thaliana cDNA T20930; coded for by A. 
thaliana cDNA T43472 [Arabidopsis thaliana] 



Seq, No. 


T o on O A 

IJo /z4 


Seq. ID 


LIB^o-UZ /-Ql-El-Cz 


Method 






g^zzuoz / 




*± U X 


E value 


l.Oe-48 


Match length 


122 


% identity 


66 


NCBI Description 


{AL035356) putative protein [Arabidopsis thaliana] 


Seq, No. 


138725 


Seq. ID 


LIB23-027-Q1-E1-C3 


Method 


BLASTN 


NCBI GI 


g2564046 


BLAST score 


148 


E value 


l.Oe-77 


Match length 


281 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



MGI19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138726 

LIB23-027-Q1-E1-C9 

BLASTX 

g2895510 

451 

5.0e-45 

121 

77 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138727 

LIB23-027-Q1-E1-D8 

BLASTX 

g541816 

525 

l.Oe-53 

125 

74 

protein kinase - common ice plant >gi_457 68 9_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



138728 

LIB23-027-Q1-E1-E11 

BLASTX 

g4309697 

482 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-48 

95 
94 

{AC006266) putative DNA-directed RNA polymerase subunit 
[Arabidopsis thaliana] 

138729 

LIB23-027-Q1-E1-E6 

BLASTX 

gl931647 

473 

l.Oe-47 

88 
98 

(095973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

138730 

LIB23-027-Q1-E1-F10 

BLASTX 

g4455160 

316 

4.0e-29 

92 

77 

(AL031187) kinesin-related protein katA (fragment) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138731 

LIB23-027-Q1-E1-F3 

BLASTX 

g2894607 

194 

7.0e-15 

60 

60 

{AL021889) NAM (no apical meristem) 
[Arabidopsis thaliana] 



- like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



138732 

LIB23-027-Q1-E1-G6 

BLASTX 

gll70089 

651 

2,0e-68 

128 

100 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5,1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ {D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

138733 

LIB23-027-Q1-E1-H9 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3046854 
202 

l.Oe-110 

369 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



138734 

LIB23-028-Q1-E1-A3 

BLASTN 

g2264310 

267 

l.Oe-148 

312 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKPll, complete sequence [Arabidopsis thaliana] 

138735 

LIB23-028-Q1-E1-A8 

BLASTN 

g3241923 

269 

l.Oe-150 

373 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMNIO, complete sequence [Arabidopsis thaliana] 

138736 

LIB23-028-Q1-E1-C9 

BLASTN 

g4753645 

50 

l.Oe-19 

135 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
(ESSA project) 

138737 

LIB23-028-Q1-E1-E6 

BLASTX 

g3036819 

575 

l.Oe-59 

111 

100 

{AJ000058) MCM3 homolog [Arabidopsis thaliana] 
138738 

LIB23-028-Q1-E1-E8 

BLASTX 

gll69422 

210 

9.0e-17 
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® • 



Match length 


52 








DTHVnPOFnT.ATF PFPirTPTa^^F 1 / THYMinVT.aTF ClVNTHa^^P 1 
U±rL I Ui\\JZ\J1j£\jl Cj r<.ZiU'J\^lrijDEj X / i n 11\1X U X ijrli Hi OIL\±nriOI-j X 




^unrrv, ioy "^y-^- zoj?X-?j ^XiUoO-70^ u.xiiyu.x oxoxats 




xeQucLaoG t.fiyiiixu.yx ate ayiit.iid.fc)fc3 i_i-ix d.j;jxu.ops xs unaxxanaj 


o e CJ • In O * 


X-JO / .3 J 


Cp(-r rn 

OcL^ . X U 


xiXDZo \Jz.o ^x HjX r x^ 






NCBI GI 


g2098816 


BLAST score 


350 


Hi vcixu.t; 






J J VJ 




1 nn 
X u u 




raX cLl^XLlwpo Xo l_ilclXXcl.iIci. OrlV^ rx_/OXU/ OWiLipXfcJLt; ofciUU.cXJ.Ot5 




X O 0 / 4 U 


^prr in 


T.TR9'^-n9fl-01 -Fl -V^ 


Mp'hhofi 


BLASTX 






BLAST score 


421 


E value 


l.Oe-41 


l id L.01i Xfirli^ L.11 


fid 




QP 




^iiXiU ft ft u ; puizaLXve irroxxne synL.neL.ase assocxaT-eQ pronexn 




LrixaDXQopsxs unaxxanaj 


Seq. No. 




Clorr Tn 


T T1R9 — 0 9 R— ril — TTl —PI fl 
jjXtSZ-j UZO ^X lijX oX u 




DXirio i A 


LN D X \JJl. 


rrl R'^ 1 7 fi9 


BLAST score 


195 


E value 


5.0e-15 


Match length 


o 1 


^ xu.enLXL.y 




tNUiDX uescxxpuxon 


^xu//ooj o— aaenosyxiiie unionme aecarDoxyiase [AraDiuopsis 




U lid. XX cilia. J 


oeq. JNO . 


loo / 4z 


OctJ • X u 


XiXJDZO UZ EjX ilO 


flc; uiivjvX 


DXirio i A 




rr94 S41 P4 

y^lJriXO'i 


BLAST score 


484 


E value 


l.Oe-64 


r'la.t.di xsngxin 


1 9 Q 
Xii y 


^ xu.enLXL.y 


Q9 


NCBI Description 


(U80186) pyruvate dehydrogenase El beta subunit 




LAraDxuopsxs unaxxanaj 


beq. No. 




oeq. xu 


T T"n9 — ri9 Q— PI — TTl — "Dl 1 

liirsz J uz y yx""JijX"~oix 


Mot" In 


OXj-fiO 1 A 


NCBI GI 


g4455273 


BLAST score 


334 


E value 


l.Oe-31 


Match length 


81 


% identity 


80 
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11 



NCBI Description {AL035527) subtilisin proteinase-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138744 

LIB23-029-Q1-E1-B9 

BLASTX 

g2494175 

596 

5.0e-62 

114 

100 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



2 {GAD 2) >gi_1184960 {U46665) 
2 [Arabidopsis thaliana] 



>gi_1236619 
thaliana] 



(U49937) glutamate decarboxylase [Arabidopsi 



138745 

LIB23-029-Q1-E1-C5 

BLASTN 

g2281081 

65 

3,0e-28 

187 

93 

Arabidopsis thaliana chromosome II BAG F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138746 

LIB23-029-Q1-E1-D2 

BLASTN 

g3176695 

285 

l.Oe-159 

285 

100 

Arabidopsis thaliana chromosome I BAG E14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

138747 

LIB23-029-Q1-E1-D8 

BLASTN 

g2738757 

199 

l,0e-108 

199 

100 

Arabidopsis thaliana 5 ' -adenylylsulfate reductase (APR2) 
gene, complete cds 

138748 

LIB23-029-Q1-E1-E1 

BLASTN 

g3869065 

87 

2.0e-41 
253 
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% identity 

NCBI Description 



72 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138749 


Seq. ID 


LIB23-029-Q1-E1-E2 


Method 


Dijrio 1 LN 




y ^ 0 ^ o ^ / o 


cLiAbi score 


0 1 


E value 


z . ue 


Match length 


R 1 


% identity 


luu 


LNorsx uescnpuiQii 


d JJ -L LJ O -L O Lild-L^diiCl L-'-LMXl. ^11 J- WlllVJ O WILL^ 1 




^HjObri-LX pXUJCUUy 


Seq. No. 


138750 


oeq. lu 


IjIdZ J UZy JliX r J 


Method 


■OT 7\ cnnv 
bLAb i A 


NCBI GI 




bLAbi score 


0X4 


E value 


X . ue— 


Match length 


97 


-s laeniiiry 


QQ 


NCBI Description 


\H,UUUJUjOJ puHa-I-XVe JDSLa yXU.O(JoXvJ.cioG 


Seq. No. 


loo / OX 


Seq. ID 


LiBzo-uzy-yi-iiji-bi 


Method 


■Q T TV O TV 


NCBI GI 


glU / oobo 


BLAST score 


587 


E value 


5.0e-61 


Match length 


xlo 


% identity 


y / 


NCBI Description 


peptidylprolyl isomerase (EC 5.2.1.8) 




tnaxxana -^gi ^ouyoo i /.ikh) pepLxayx 




isomerase [Arabidopsis thaliana] >gi_ 




cyclophilin [Arabidopsis thaliana] 




->gx xuyxoou prr zu^cxzodh. pepuxu.yx irx 




[Arabidopsis thaliana] 


Seq. No. 


138752 


Seq. ID 


LIB23-030-Q1-E1-A11 


Metrioa 


DXiAb ilN 


NCBI GI 


g4^xolUy 


BLAST score 


1 O /I 

1^4 


E value 


A . ue-oo 


Match length 




% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4 




(ESSAII project) 


Seq. No. 


138753 


Seq. ID 


LIB23-030-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


129 


E value 


l.Oe-66 



[Arabidopsis thaliana] 



Arabidopsis 



F16A16 
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Match length 

% identity 

NCBI Description 



129 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2A18, complete sequence [Arabidopsis thaliana] 



beg. wo. 


loo /04 


beg. ID 




Metnod 


BLtAb IN 




goozi / 15 u 


BLAST score 


J4 


E value 


1 . 0e-u9 


Match length 


'3 /I 


■6 identity 


oy 


IN^Dl Uco V-^i Xp UXUIl 




Seg. No. 


138755 


Seg. ID 


LIB23-030-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g2702261 


BLAST score 


356 


E value 


O.Oe+00 


Match length 


356 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No, 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 



seguence, complete seguence [Arabidopsis thaliana] 
138756 

LIB23-030-Q1-E1-D5 

BLASTX 

g4415933 

610 

l.Oe-63 

117 

98 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 {AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 

138757 

LIB23-030-Q1-E1-F3 

BLASTN 

g4220468 

141 

8.0e-74 

157 

97 

Arabidopsis thaliana chromosome II BAG T8011 genomic 
seguence, complete seguence [Arabidopsis thaliana] 

138758 

LIB23-031-Q1-E1-B3 

BLASTN 

g2832639 

219 

l.Oe-120 
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Match length 

% identity 

NCBI Description 



275 
100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F28J12 
(ESSAII project) 



oe<5» NO. 


1 "^PT c;0 

uo / 


Seq. ID 




Method 


BLAblA 


INutSl ol 


nr4 R'^ R1 


bLAbi score 


J bz 


E value 


1 . ue-o4 


L-iax-cn ±eny uii 


::3 ^ 


■s iaenL.XL.y 


7 1 




fAT,n'^S'S?4^ mi li" a i~ 1 v^^ nrnt'pi'n f AT?5lr>"i doos is 

I jTiJ—l \J ^ ^ ^ C-i " y fw/" UL L> Qi -1- V W W J- 1 1 J_ XiJ_ U,>b^-J. V^V-/^^ l_] U_ kJ 


Seq. No. 


138760 


Seq. ID 


LIB23-031-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


512 


E value 


3.0e-52 


Match length 


96 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein {LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138761 

LIB23-031-Q1-E1-C8 

BLASTN 

g4220628 

323 

O.Oe+00 

344 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24C1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



138762 

LIB23-031-Q1-E1-D10 

BLASTN 

g2979540 

200 

l,0e-108 

306 

100 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138763 

LIB23-031-Q1-E1-E10 

BLASTN 

g4510392 

346 

O.Oe+00 
350 
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II 



% identity 100 

NCBI Description Arabidopsis thaliana chromosome II BAG T17D12 genomic 
sequence^ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



138764 

LIB23-031-Q1-E1-F1 

BLASTX 

g2244750 

484 

6.0e-49 

106 

90 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

138765 

LIB23-031-Q1-E1-F3 

BLASTN 

g3980374 

41 

6.0e-14 

41 

100 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138766 

LIB23-031-Q1-E1-F5 

BLASTX 

gll5767 

499 

9.0e-51 

95 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

138767 

LIB23-031-Q1-E1-F7 

BLASTN 

g2828186 

398 

O.Oe+00 

398 

77 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 

138768 

LIB23-031-Q1-E1-G11 
BLASTX 
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NCBI GI 


g4678939 


BLAST score 


172 




o , ue xz 




DX 


% identity 


0 D 
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NCBI GI 


g4218535 


BLAST score 
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TP TT ^1 11/^ 


z . uc J X 


D'ia L-Cn ±eny un 
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% identity 


00 
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^riUvXUO^i^/ or\r\DX pXC_)ucXIl (_ i i X UXOUiiL op • J 


beq. No* 


1 Q Q T T A 
Xoo / /U 


becj. IJJ 


T XnO'^ — fl "^9 — A1 — T71 — TTl 
LiilDZo UOZ yi rij X £ X 


^^^^ "1" n /^^^ 

rie unoa 


DXLrt.O i LN 


INODX oX 


rr9 R Hzl 
y Z O Dfi U fi O 


BLAST score 


261 


E value 


l.Oe-145 


ixiaTicn xengTin 


z ox 


% xdentity 


xuu 


NCBI Description 


Arabidopsis thaliana genoiaic DNA, chromosome 5, PI clone 




vTjixyf compxeue sequence L^^^^i^opsis maxxanaj 


Seq. No. 


loo / /I 


beq. ±u 


XiXoZj U Jz yx il<x r Xx 


lYie tirioa 




IN^_.I3X oX 


gx D y uz o 


DXiiibi score 


4 R R 


ill vcixiie 


9 Ho— 

z . ue 4 o 


Match length 


84 


% identity 


100 


NCBI Description 


^u/ooDoj purative argmxne— asparuare— ricn kjn/\ oxnaing 




proizexn [Araoxaopsis unaxxanaj >gx xoyyuox (u/ooo/; 




putative aspartate-arginine— rich itiRNA binding protein 




[Arabidopsis thaliana] 


Seq. No. 


T O O T T O 

loo / /z 


o6q. xu 


X XR9 — 0^^9—01 —TTl — Rl 9 
XiXoZO UOZ yx JIjX IlXZ 


rietnoa 


DX a QTV 


INL-oX (jX 


g4 00^4 / O 


BLAST score 


263 


E value 


6.0e-23 


Match length 


Xoo 


% identity 


4o 


NOBX uescriptxon 


(AC007213) putative receptor protein kinase [Arabidopsis 




tnalxana J 


Seq. No. 


138773 


Seq. ID 


LIB23-032-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g4417296 


BLAST score 


151 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-36 

92 

59 

(AC007019) unknown protein [Arabidopsis thaliana] 
>gi_4587592_gb__AAD25820.1_AC007232_10 (AC007232) unknown 
protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138774 

LIB23-033-Q1-E1-B5 

BLASTN 

g3763915 

192 

l.Oe-104 

404 

100 

Arabidopsis thaliana chromosome II BAG F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138775 

LIB23-033-Q1-E1-C4 

BLASTX 

gll71978 

369 

2.0e-35 

91 

35 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911G51_emb_CAA17561_ {AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

138776 

LIB23-033-Q1-E1-D8 

BLASTX 

g4176545 

256 

4.0e-22 

114 

43 

(AL035259) strong similarity to human leukotriene a-4 
hydrolase [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138777 

LIB23-033-Q1-E1-E4 

BLASTX 

gll5783 

479 

2.0e-48 

90 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27 543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



138778 

LIB23-033-Q1-E1-E6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl903021 

630 

6,0e-66 

125 

100 

{Y10216) 



hypothetical S-isopropylmalate dehydrogenase 



[Arabidopsis thaliana] 
138779 

LIB23-033-Q1-E1-F6 

BLASTX 

gll5783 

479 

3.0e-48 

90 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 


138780 


Seq. ID 


LIB23-033-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g2244852 


BLAST score 


121 


E value 


l-Oe-43 


Match length 


91 


% identity 


99 


NCBI Description 


{Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


138781 


Seq, ID 


LIB23-033-Q1-E1-G10 


Method 


BLASTN 


NCBI GI 


g3449329 


BLAST score 


292 


E value 


l.Oe-163 


Match length 


448 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MDH9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138782 


Seq. ID 


LIB23-034-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4049344 


BLAST score 


365 


E value 


5.0e-35 


Match length 


71 


% identity 


97 


NCBI Description 


{AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 138783 

Seq. ID LIB23-034-Q1-E1-D6 

Method BLASTX 

NCBI GI g4049344 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



286 

6.0e-26 

69 

84 

(AL034567) putative protein [Arabidopsis thaliana] 
138784 

LIB23-034-Q1-E1-F10 

BLASTX 

g2262113 

789 

2.0e-84 

150 
99 

(AC002343) unknown protein [Arabidopsis thaliana] 
138785 

LIB23-034-Q1-E1-F8 

BLASTX 

g3757518 

750 

5.0e-80 

142 

100 

{AC005167) putative immediate-early salicylate-induced 
glucosyltransferase [Arabidopsis thaliana] 

138786 

LIB23-034-Q1-E1-G4 

BLASTX 

g2499616 

491 

9.0e-50 

117 

77 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG NTF6 (P43) 

>gi_1076639_j)ir S51320 mitogen-activated protein kinase 6 

(EC 2.7.1.-) - common tobacco >gi__2129967_pir S68189 

serine/ threonine protein kinase p43 - common tobacco 
>gi_634068_emb__CAA58760_ (X83879) p43Nft6 serine/threonine 
protein kinase [Nicotiana tabacum] 

138787 

LIB23-034-Q1-E1-H7 

BLASTX 

g2118045 

352 

2.0e-33 

59 

97 

beta-fructofuranosidase (EC 3.2.1.26) - Arabidopsis 
thaliana (fragment) >gi_899153_emb_CAA6162 4_ (X89454) 
beta-fructofuranosidase [Arabidopsis thaliana] 

138788 

LIB23-034-Q1-E1-H8 
BLASTN 
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NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3335356 
305 

l.Oe-171 

490 

60 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138789 

LIB23-035-Q1-E1-D9 

BLASTX 

gl351014 

193 

7.0e-15 

78 

54 

40S RIBOSOMAL PROTEIN SB >gi_968 902_dbj_BAA07207_ (038010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138790 

LIB23-035-Q1-E1-H9 

BLASTX 

g4455223 

275 

8.0e-26 

109 

27 

{AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138791 

LIB23-035-Q1-E112-A1 

BLASTN 

g4519194 

90 

2.0e-43 

185 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHM17, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138792 

LIB23-035-Q1-E112-A5 

BLASTX 

g2464913 

648 

4.0e-68 

126 

100 

(299708) sugar transporter like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



138793 

LIB23-035-Q1-E112-A7 

BLASTX 

g2688299 

321 
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II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-30 

117 

51 

(AE001145) prolyl-tRNA synthetase (proS) 
burgdorferi] 



[Borrelia 



Seq. No. 
Seq. ID 
Method 



138794 

LIB23-035-Q1-E112-B8 

BLASTX 

gll75467 

153 

4.0e-10 

86 
38 

HYPOTHETICAL 69.5 KD PROTEIN C22G7.05 IN CHROMOSOME I 

>gi_2130326_pir S62449 hypothetical protein SPAC22G7.05 - 

fission yeast (Schizosaccharomyces pombe) 

>gi_1009455_einb_CAA91129. 1_ (Z54328) hypothetical protein 
[Schizosaccharomyces pombe] 

138795 

LIB23-035-Q1-E112-D4 

BLASTX 

g2506139 

385 

3.0e-37 

92 

83 

COATOMER DELTA SDBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb__CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

138796 

LIB23-035-Q1-E112-D7 

BLASTN 

g2262135 

166 

3.0e-88 

426 

99 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 

138797 

LIB23-035-Q1-E112-E5 

BLASTX 

g4581146 

425 

6.0e-42 

88 

93 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

138798 

LIB23-035-Q1-E112-G5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66834 
150 

l.Oe-29 

68 

100 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
138799 

LIB23-036-Q1-E1-B12 

BLASTX 

g99696 

295 

9.0e-27 

81 

75 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated giutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



138800 

LIB23-036-Q1-E1-C1 

BLASTN 

g4490717 

200 

l.Oe-108 

269 

93 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone CESSA 



138801 

LIB23-036-Q1-E1-C6 

BLASTX 

gll73218 

471 

2.0e-47 

92 

100 

40S RIBOSOMAL PROTEIN S15A >gi_440824 {L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

138802 

LIB23-036-Q1-E1-D12 

BLASTX 

g3850569 

273 

4,0e-24 

112 

44 

(AC005278) ESTs gb__T21276, gb_T45403, and gb_AA586I13 come 
from this gene. [Arabidopsis thaliana] 
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oeq. JNO . 


1 '^RflO'^ 


oeq, lU 


XjXIjZO UOD \lx HjX HjO 


Method 


BLASTN 


NCBI GI 


g2252823 


rSiiAbi score 




E value 


1 Hd—I 1 1 

1 • ue 1 1 1 


Match length 


z y u 


^ laeiiLiuy 




NCBI Description 


AraDiuOpsis rnaxiana dhu ivauuoiiu 


beq. NO, 


± 0 U fi 


Qorr T H 

beq. lu 


JjXoZO UJU \i± i1j± Hi-? 


Method 


OLiAbl A 


NCBI GI 


g2827537 


BLAST score 


413 


E value 


1 • ue 4 u 


Match length 


Iz D 


-6 Identity 


DO 


NCBI Description 


^AJLiUzxoJo; puL.auive zxnc imger proT-em L^iaijiuopb-Lo 




thalianaj 


Seq. No. 


loo oUO 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4204849 


BLAST score 


olb 


E value 


3 . Oe-29 


Match length 


80 


% identity 


/ D 


NCBI Description 


(U55875) protein kinase [Arabidopsis thaliana] 


Seq. No. 


Uo O U D 


beq. lu 


lilrSZo""U JO yi lijl r o 


Method 


7") T TV cm\7 

BLASTX 


NCBI GI 


goooojJ / 


BLAST score 


545 


E value 


5 * Ue-OD 


Match length 


110 


% identity 


99 


NCBI Description 


(ACuu4olz) biinilar to acyl carrier prorein, iniuocnonariai 




precursor (ACP) NADH— ubiquinone oxidoreductase 9,6 KD 




subunit (MYACP-1) , go Lzoo/4 rrom A. tnaiiana, bbis 




go Zou/iz, go ^oU/io^ go ^zozU4, go No/y/o ana go Nyooou 




come from this gene 


beq. No. 


lJ5b ou / 


Seq. ID 


LIB23-0io-Ql-El-Fo 


Method 


BLASTX 


NuBl bl 


g4 oloou 


DLiAbi score 


J y J 


E value 


3.0e-38 


Match length 


113 


% identity 


73 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 




>gi_81635_pir B39732 H+-transporting ATP synthase (EC 




3.6.1.34) gamma-1 chain precursor, chloroplast - 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

138808 

LIB23-036-Q1-E1-G1 

BLASTX 

g4467099 

461 

3.0e-46 

90 

100 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

138809 

LIB23-036-Q1-E1-H2 

BLASTX 

g3142303 

428 

3.0e-42 

126 

33 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138810 

LIB23-036-Q1-E1-H8 

BLASTX 

g2344890 

153 

4.0e-10 

41 

71 

{AC002388) TINY transcription factor isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138811 

LIB23-037-Q1-E1-A10 

BLASTX 

g4586021 

509 

7.0e-52 

112 

90 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

138812 

LIB23-037-Q1-E1-A12 

BLASTX 

gll5783 

512 

3.0e-52 

96 

100 
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NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138813 

LIB23-037-Q1-E1-A6 

BLASTN 

g4159708 

374 

O.Oe+00 

374 

100 

Arabidopsis thaliana genomic DNA, 
MKP6, complete sequence 



chromosome 3, PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138814 

LIB23-037-Q1-E1-A9 

BLASTN 

g2749918 

190 

l.Oe-103 

238 

100 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138815 


Seq. ID 


LIB23-037-Q1-E1-B5 


Method 


BLASTN 


NCBI GI 


gl022779 


BLAST score 


116 


E value 


7.0e-59 


Match length 


147 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


138816 


Seq. ID 


LIB23-037-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g3128141 


BLAST score 


213 


E value 


l.Oe-116 


Match length 


382 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 



complete cds 



PI clone: 



MQD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138817 

LIB23-037-Q1-E1-D12 

BLASTN 

g3449313 

259 

l.Oe-144 

388 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 



TAC clone: 
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K21P3, complete sequence [Arabidopsis thaliana] 



OcCJ . LMO . 


± J O 0 xo 


Seq. ID 


LIB23-037-Q1-E1-D2 


Method 


BLASTX 




g^i DO^OOC> 


bii/ioj. score 


o y D 


E value 


i • ue JO 


riax.cn xeny til 


X X o 


% identity 




jnuo-L ijesCi ipnon 


^i^LfVJU f\JO / } U.llJS.±iU Wll kJX\JL.c^XIi LrlX clJiJX(j.U^oXo L.iicix xaiici j 


oeq. iNo. 


xoo ox^ 


Qorr TH 

oeq. ±u 


XiXC^O / \J± I-iX iJJ 


Method 


BLASTN 


NCBI GI 


g2244829 


dIjAo i scoire 


xz o 


E value 


4 . ue— DO 


Matcn lengtn 




% identity 




NCBI Description 


AraDiaopsis rnaxiana ujna cnromosoiue 4^ Hjooh i conuxg 




fragment No 


Seq* No. 


UooZU 


Seq, ID 


LIB23-037-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


goDuQUoz 


BLAST score 


346 


E value 


0 . Ue+OU 


Matcn lengtn 


'3 C O 

ODD 


% identity 




NCBI Description 


Araoiaopsis tnaiiana b/iu izouio 


oeq. wo. 


1 '^ftft91 
X jOOZX 


oeq. xu 




Method 


BLASTN 


NCBI GI 


g4191760 


bLAol score 


1 "7 1 
X / i 


E value 


O A^ Q1 

J . ue— y 1 


ixiatcn lengrn 


O / / 


-6 Identity 


QQ 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F17F8, 




complete sequence [Arabidopsis thaliana] 


Seq, No. 


1 o o o o o 


Seq. ID 


TTt30'3 AOT 171 TP'S 

LIBzo-Uo /-Ql-El-r o 


Method 


BLASTX 


NCBI GI 


g4467134 


BLAST score 


247 


Hi VclXUc 


X . UC 4^ X 


Match length 


47 


% identity 


100 


NCBI Description 


(AL035540) protein kinase like protein [Arabidopsis 




thaliana] 


Seq. No. 


138823 


Seq. ID 


LIB23-037-Q1-E1-G10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3869075 

241 

l.Oe-133 

356 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



138824 

LIB23-037-Q1-E1-G9 

BLASTX 

g99742 

563 

4.0e-58 

126 
88 

2-dehydro-3-deoxyphosphoheptonate aldolase 
- Arabidopsis thaliana 



PI clone: 



(EC 4.1.2.15) 1 



138825 

LIB23-037-Q1-E1-H11 

BLASTX 

g3482929 

369 

2.0e-35 

87 

74 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 

138826 

LIB23-037-Q1-E1-H8 

BLASTX 

g541816 

293 

5.0e-27 

57 

95 

protein kinase - common ice plant >gi_457689_emfo_CAA82990_ 
{Z30329) protein kinase [Mesembryanthemum crystallinum] 

138827 

LIB23-038-Q1-E1-C3 

BLASTX 

g4038352 

335 

2.0e-31 

132 

45 

(AF098951) breast cancer resistance protein [Homo sapiens] 
138828 

LIB23-038-Q1-E1-D1 

BLASTN 

g3821780 

32 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-08 

36 

97 

Xenopus laevis cDNA clone 27A6-1 
138829 

LIB23-038-Q1-E1-D10 

BLASTN 

g2351065 

318 

l.Oe-179 

434 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



138830 

LIB23-038-Q1-E1-E12 

BLASTX 

gl20667 

493 

5.0e-50 

95 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 {M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

138831 

LIB23-038-Q1-E1-E4 

BLASTN 

g2564044 

388 

O.Oe+00 

404 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19P17, complete sequence [Arabidopsis thaliana] 



138832 

LIB23-038-Q1-E1-F10 

BLASTN 

g4760411 

189 

l.Oe-102 

390 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F25C20 sequence. 



Seq. No. 
Seq. ID 
Method 



138833 

LIB23-038-Q1-E1-G10 
BLASTN 



16740 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3299824 
189 

l.Oe-102 

379 

99 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

138834 

LIB23-038-Q1-E1-G3 

BLASTX 

g2462746 

571 

5.0e-59 

116 

96 

{AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138835 

LIB23-038-Q1-E1-G5 

BLASTN 

g4220644 



BLAST score 


374 


E value 


0,0e+00 


Match length 


374 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MXL8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138836 


Seq. ID 


LIB23-038-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g2244878 


BLAST score 


275 


E value 


3.0e-24 


Match length 


70 


% identity 


59 


NCBI Description 


{Z97338) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


138837 


Seq. ID 


LIB23-039-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


258 


E value 


l.Oe-22 


Match length 


56 


% identity 


84 


NCBI Description 


(AL021687) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


138838 


Seq. ID 


LIB23-039-Q1-E1-E1 


Method 


BLASTN 


NCBI GI 


g2392894 


BLAST score 


289 


E value 


l,0e-162 


Match length 


357 



clone: 



16741 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana brassinosteroid insensitive 1 (BRIl) 
gene, complete cds 

138839 

LIB23-040-Q1-E1-C3 

BLASTN 

g2924731 

157 

3.0e-83 

224 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSI17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


138840 


Seq. ID 


LIB23-040-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g3859590 


BLAST score 


92 


E value 


3.0e-44 


Match length 


297 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC T15B16 


Seq. No. 


138841 


Seq. ID 


LIB23-040-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g2388585 


BLAST score 


321 


E value 


l.Oe-29 


Match length 


83 


% identity 


80 


NCBI Description 


(AC000098) Similar to Caenorhabditis 



Seq» No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



T03F1.1 {gb_U88169). [Arabidopsis thaliana] 
138842 

LIB23-040-Q1-E1-G12 

BLASTX 

gll68470 

503 

4.0e-51 

127 

74 

PROTEIN KINASE APKIA >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

138843 

LIB23-040-Q1-E1-H3 

BLASTN 

g2564049 

274 

l.Oe-153 
300 



16742 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

138844 

LIB23-041-Q1-E1-B11 

BLASTN 

g2673901 

391 

O.Oe+00 

391 
100 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138845 

LIB23-041-Q1-E1-B9 

BLASTX 

g320552 

583 

2.0e-60 

129 

89 

anthranilate synthase 
Arabidopsis thaliana 



(EC 4.1.3.27) alpha-1 chain 



138846 

LIB23-041-Q1-E1-D12 

BLASTX 

g2497702 

205 

4.0e-16 

117 

44 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 

138847 

LIB23-041-Q1-E1-E1 

BLASTX 

g2367392 

252 

8.0e-22 

92 

58 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138848 

LIB23-041-Q1-E1-F10 

BLASTN 

g4585952 

406 

O.Oe+00 
406 



16743 



11 



% identity 100 

NCBI Description Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138849 

LIB23-041-Q1-E1-F9 

BLASTX 

g4115931 

554 

5.0e-57 

137 

79 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468) [Arabidopsis thaliana] 

138850 

LIB23-041-Q1-E1-G9 

BLASTX 

g3688175 

560 

9.0e-58 

126 

84 

(AL031804) gamma-VPE {vacuolar processing enzyme) 
[TVrabidopsis thaliana] 

138851 

LIB23-041-Q1-E1-H6 

BLASTX 

g2829896 

238 

4.0e-20 

103 

50 

(AC002311) highly similar to auxin- regulated protein GH3, 
gp_X60033_18591 [Arabidopsis thaliana] 

138852 

LIB23-041-Q1-E1-H7 

BLASTN 

g413731 

296 

l,0e-166 

321 
98 

Arabidopsis thaliana phytoene synthase mRNA, complete cds 
138853 

LIB23-042-Q1-E1-C9 

BLASTN 

g2564048 

380 

O.Oe+00 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MKD15, complete sequence [Arabidopsis thaliana] 



16744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138854 

LIB23-042-Q1-E1-D1 

BLASTX 

g2914703 

243 

l.Oe-20 

52 

87 

(AC003974) unknown protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138855 

LIB23-042-Q1-E1-D12 

BLASTN 

g4519188 

257 

l.Oe-142 

446 

100 

Arabidopsis thaliana genomic 
K21L19, complete sequence 



DNA, chromosome 5, TAC clone 



Seq. No. 


138856 




Seq. ID 


LIB23-042- 


Q1-E1-D2 


Method 


BLASTX 




NCBI GI 


g2809252 




BLAST score 


495 




E value 


2.0e-50 




Match length 


98 




% identity 


99 




NCBI Description 


{AC002560) 


F21B7.21 


Seq. No. 


138857 




Seq. ID 


LIB23-042- 


Q1-E1-D6 


Method 


BLASTX 




NCBI GI 


g3687445 




BLAST score 


222 




E value 


3.0e-18 




Match length 


105 




% identity 


37 




NCBI Description 


{AL022398) 


dJ434014 



5 (novel PUTATIVE protein similar to 
YIL091C yeast hypoyhetical 84 kD protein from SGA1-KTR7 
intergenic region) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138858 

LIB23-042-Q1-E1-E1 

BLASTN 

g3128136 

173 

l.Oe-92 

320 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 
Seq. ID 



138859 

LIB23-042-Q1-E1-H4 



16745 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl370152 

264 

4.0e-23 

62 

79 

(Z73954) RABllF [Lotus japonicus] 
138860 

LIB23-043-Q1-E1-A5 

BLASTX 

g2492784 

166 

l.Oe-11 

54 

57 

2-ISOPROPYLMALATE SYNTHASE (ALPHA-ISOPROPYLMALATE SYNTHASE) 
(ALPHA-IPM SYNTHETASE) >gi_1770069_einb_CAA99531_ (Z75208) 
2-isopropylmalate synthase [Bacillus subtilis] 
>gi_2635293_einb_CABl4788__ (Z99118) 2-isopropylinalate 
synthase [Bacillus subtilis] 



Seq, No. 


138861 


Seq. ID 


LIB23-043-Q1-E1-B5 


Method 


T> T Tt mil T 

BLASTN 


NCBI GI 


g4220643 


BLAST score 


219 


E value 


1 . Oe-120 


Match length 


412 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MWD22, complete sequence [Arabidopsis thaliai 


Seq. No. 


138862 


Seq. ID 


LIB23-043-Q1-E1-C11 


Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


574 


E value 


2.0e-59 


Match length 


132 


% identity 


89 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis 


Seq. No. 


138863 


Seq. ID 


LIB23-043-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


216 


E value 


l.Oe-118 


Match length 


356 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MCB17, complete sequence 


Seq. No. 


138864 


Seq, ID 


LIB23-043-Q1-E1-E6 


Method 


BLASTX 



5, PI clone: 



PI clone: 



16746 



NCBI GI 


(IP 

g2194127 


BLAST score 


662 


E value 


l.Oe-69 


Match length 


126 


% identity 


100 


NCBI Description 


(AC002062 



protein kinase { gb_ATLECGENE ) and F20P5.16. 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138865 

LIB23-043-Q1-E1-F12 

BLASTX 

g4262186 

419 

l.Oe-41 

84 

98 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 


138866 


Seq. ID 


LIB23-043-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g2511585 


BLAST score 


246 


E value 


l.Oe-136 


Match length 


246 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for proteasome subunit 


Seq. No. 


138867 


Seq. ID 


LIB23-043-Q1-E1-F8 


Method 


BLASTN 


NCBI GI 


g2264315 


BLAST score 


161 


E value 


2.0e-85 


Match length 


373 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MRN17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138868 


Seq. ID 


LIB23-043-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


g3451055 


BLAST score 


149 


E value 


3.0e-78 


Match length 


343 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone 




(ESSAII project) 


Seq, No. 


138869 


Seq. ID 


LIB23-043-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


279 



PI clone: 



F16G20 



16747 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 

118 

44 

{AC005496) hypothetical protein [Arabidopsis thaliana] 
138870 

LIB23-043-Q1-E1-H11 

BLASTX 

gl076348 

397 

l.Oe-38 

92 

82 

myosin MYAl, class V - Arabidopsis thaliana 
>gi_433663_einb_CAA82234_ (Z28389) myosin [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138871 

LIB23-044-Q1-E2-B12 

BLASTN 

g3985934 

406 

O.Oe+00 

406 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone 



138872 

LIB23-044-Q1-E2-C12 

BLASTX 

g2618699 

208 

2.0e-16 

118 

38 

(AC002510) unlcnown protein [Arabidopsis thaliana] 
138873 

LIB23-044-Q1-E2-E2 

BLASTX 

g3080412 

337 

8.0e-32 

99 

63 

(AL022604) putative protein [Arabidopsis thaliana] 
138874 

LIB23-044-Q1-E2-F8 

BLASTN 

gl419389 

80 

l.Oe-37 

120 

93 

A. thaliana mRNA for thylakoid-bound ascorbate peroxidase 



16748 




oeq. wo. 


looo / D 


beq. ID 




Method 


"D T 7\ O fM 


NCBI GI 


g4220468 


BLAST score 


79 


E value 


y . ue— o / 


ixiatcri lengtn 




-6 Identity 


o ri 

by 


lnv^dx uescnpuion 


firaijiQopsis unaiiana cnroinosoiue ii louii yenoiuixc 




sequence, complete sequence [Arabidopsis thaliana] 


O /-K XT 

oecj, iMo . 


1 '5Q 

1:500 / D 


oecj* -LU 


IiIJdZ^ Ufi ft yi lL^ oo 


Method 


bLAbi A 




gjuyDyio 


BLAST score 


549 


E value 


2.0e-56 


Match length 


1 "3 O 
1-5Z 


% Identity 


o ^ 
OD 


NCBI Description 


(AL023094) putative cyclase associated protein CAP 




[Arabidopsis thaliana] >gi 3159136 db] BAA28 621_ (AB014759) 




Atcapl [Arabidopsis thaliana] 


Seq. No. 


1 o o o n 1 
13oo / / 


beq. ID 


LlbZ yi-bz— nlz 


Method 


"DT 7\ C HTM 

BLASTN 


NCBI GI 


g836939 


BLAST score 


149 


E value 


1 . Ue- /o 


Match length 


149 


% identity 


100 


NCBI Description 


Arabidopsis thaliana calcium— dependent protein Jcinase 




(CDPKo) mRNA, complete cds 


beq. NO. 


1 Q Q T Q 


beq. iJJ 


iilbZo— U4 4— yi— iij*!:— no 


Method 


BLASTX 


NCBI GI 


g2708741 


bLAbi score 


3o4 


E value 


4 . Ue-o4 


Match length 


75 


% identity 


yj 


NCBI Description 


(AC003952) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


138879 


beq. ID 


LIB23-U44-Ql-Ez-Ho 


Method 


BLASTX 


NCBI GI 


g3152590 


BLAST score 


627 


E value 


1 - ue-fcio 


Match length 


127 


% identity 


100 


NCBI Description 


{AC002986) Similar to protein serine/threonine kinase NPK15 




gb_D31737 from Nicotiana tabacum, [Arabidopsis thaliana] 


Seq, No. 


138880 



16749 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB23-044-Q1-E2-H9 

BLASTN 

g4159712 

247 

l.Oe-136 

375 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138881 

LIB23-045-Q1-E1-A11 

BLASTN 

g3386593 

190 

l.Oe-103 

213 

100 

Arabidopsis thaliana chromosome II BAG F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138882 

LIB23-045-Q1-E1-A2 

BLASTX 

g4584832 

218 

6.0e-18 

78 

51 

(AL031764) hypothetical protein [Schizosaccharomyces pombe] 
138883 

LIB23-045-Q1-E1-A3 

BLASTX 

gl702872 

478 

2.0e-48 

94 

100 

(Y09667) ferredoxin-dependent glutamate synthase 
[Arabidopsis thaliana] 

138884 

LIB23-045-Q1-E1-A7 

BLASTN 

g4455339 

230 

l.Oe-126 

284 

100 

Arabidopsis thaliana DNA chromosome A, BAG clone T12J5 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138885 

LIB23-045-Q1-E1-A9 

BLASTX 

gll5767 



16750 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

8,0e-45 

85 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X039Q7) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_eitib_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 138886 

Seq. ID LIB23-045-Q1-E1-B10 

Method BLASTX 

NCBI GI gll72977 



BLAST score 


404 


E value 


9. Oe-40 


Match length 


83 


% identity 


99 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 


ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


138887 


Seq. ID 


LIB23r045-Ql-El-B12 


Method 


BLASTX 


NCBI GI 


g2507422 


BLAST score 


173 


E value 


7.0e-13 


Match length 


35 


% identity 


100 


NCBI Description 


CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 


(0-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206 




cystathionine gamma-synthase precursor [Arabidopsis 




thaliana] 


Seq. No. 


138888 


Seq. ID 


LIB23-045-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


444 


E value 


2.0e-44 


Match length 


84 


% identity 


100 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 


Seq. No. 


138889 


Seq. ID 


LIB23-045-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


g4544405 


BLAST score 


281 


E value 


l.Oe-157 


Match length 


281 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F28I8 genomic 




sequence, complete sequence 



16751 




oeq. NO. 


1 '^QftQH 

xooo yu 


oeq. ±u 


T TViO'^ — CiA^—rs^ — Fl —PI 1 
KJ^ O^X HiX ^X X 




DXiriO 1 A 


NCBI GI 


g3269287 


BLAST score 


367 


E value 


1 . ue— oo 


Match, length 


y o 


% identity 


on 
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beq. NO. 




oeq. ±u 


T Tn0'5_n/ i^_pi _pi 0 
XiXdZ J U4 0 y X HjX cxz 


LYie Lnou. 


PT TV QTV 


NCBI GI 


g3123745 


BlaAST score 


238 


E value 


o . ue— zu 


Match length 


yz 


^ T 1^ ^ n ^ T T 

^ laenuiry 




lnoj3± jjescrxpuxon 


tfiDuxoH 4 / ; axuiEixnuni maucea L-tsrassica napusj 


oeq. NO. 


xoo o yz 


oeq. ±u 




rie UXIUU. 


DXirlO 1 IN 


NUrJJ. ol 


gz D^z^z / 


BLAST score 


284 


E value 


l.Oe-159 


Matcfi lengtn 


zo4 


-5 identicy 


lUU 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20D16 genomic 




sequence/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


138893 


beq. lu 




LYieunoQ 


oXlH-o i a 


WPPT PT 


gzzo X D OO 


BLAST score 


274 


E value 


2.0e-24 


Match length 


o U 


% identity 




NCBI Description 


(AFUUoUyo) APz aomain containing protein RAPz.o 




[Arabidopsis thaliana] 


Seq. No. 




beq» lu 


T — n/ R_P1 —"CI — p^; 
XiXJdZJ U4 0 y X^iLX^L-O 


Method 


oXjAb i A 


INV^DX oX 


gjxDzouo 


BLAST score 


220 


E value 


3.0e-18 


Matcn length 


o4 


^ Identity 


70 


NCBI Description 


(AC004482) putative ring zinc finger protein [Arabidoj 




tnaxxana j 


Seq. No. 


138895 


Seq. ID 


LIB23-045-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


gl66867 



16752 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

3.0e-26 

74 

85 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 



Seq. No. 


138896 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


o Q n 


E value 


3 . Oe-25 


Match length 


76 


-s Identity 


a A 


NCBI Description 


LLvJlNCjAi IvJiN rAwiUK 1 JdHixA -^gi ozzoOl pir DZi?ZZf± 




translation elongation factor eEF-1 beta^ chain - ric€ 




>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 




[Oryza sativa] 


Seq. No. 


138897 


Seq. ID 


LIB23-045-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g2088654 


BLAST score 


315 


E value 


2 . Oe-29 


Match length 


69 


% identity 


90 


NCBI Description 


(AF002109) 60S acidic ribosomal protein PO isolog 




[Arabidopsis thaliana] 


Seq. No. 


138898 


Seq. ID 


LIB23-045-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


361 


E value 


1 . Oe-34 


Match length 


89 


% identity 


Id 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 


Seq. No. 


138899 


Seq. ID 


LIB23-045-Q1-E1-E10 


Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


253 


E value 


l.Oe-140 


Match length 


253 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T28M21 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 138900 

Seq. ID LIB23-045-Q1-E1-E3 

Method BLASTX 

NCBI GI g2129759 

BLAST score 464 



16753 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. lO 
Method 
NCBI GI 
BLAST score 
' E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



9.0e-47 

94 

98 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 



138901 

LIB23-045-Q1-E1-E6 

BLASTX 

g4210334 

355 

5.0e-34 

88 

82 

(AJ223804) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



E3 subunit 



138902 

LIB23-045-Q1-E1-F2 

BLASTN 

g3420043 

285 

l.Oe-159 

285 

100 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138903 

LIB23-045-Q1-E1-F6 

BLASTX 

g3169569 

155 

4.0e-27 

69 

97 

(AF062589) 3-keto-acyl-CoA thiolase 2 [Arabidopsis 
thaliana] >gi_3220237 (AF062591) peroxisomal 
3-keto-acyl-CoA thiolase 2 precursor [Arabidopsis thaliana] 

138904 

LIB23-045-Q1-E1-F7 

BLASTX 

g4587989 

241 

l.Oe-20 

70 

74 

(AF085279) hypothetical Cys-3-His zinc finger protein 
[Arabidopsis thaliana] 

138905 

LIB23-045-Q1-E1-G10 

BLASTX 

g4678924 

140 



16754 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-09 

62 

42 

(AL049711) putative protein [Arabidopsis thaliana] 
138906 

LIB23-045-Q1-E1-G2 

BLASTX 

gll69598 

198 

l.Oe-15 

48 
75 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 {L26296) delta-12 
desaturase [Arabidopsis thaliana] 

138907 

LIB23-045-Q1-E1-G3 

BLASTX 

g2829869 

497 

l.Oe-50 

93 

100 

{AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

138908 

LIB23-045-Q1-E1-G4 

BLASTX 

gl6245 

484 

4.0e-49 

93 

100 

(X51514) precursor acetolactate synthase (670 AA) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138909 

LIB23-045-Q1-E1-G5 

BLASTN 

g3449317 

43 

4.0e-15 

59 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKM21, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138910 

LIB23-045-Q1-E1-G8 

BLASTX 

gll5783 

324 

2.0e-30 
62 



16755 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376__emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

138911 

LIB23-045-Q1-E1-G9 

BLASTN 

gl532270 

253 

l.Oe-140 

265 

99 

Arabidopsis thaliana mRNA for 

deltal-pyrroline-5-carboxylate synthase, complete cds 



138912 

LIB23-045-Q1-E1-H3 

BLASTX 

g2894574 

407 

4.0e-40 

77 

100 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



138913 

LIB23-045-Q1-E1-H6 

BLASTX 

g3176714 

304 

5.0e-28 

89 

69 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



138914 

LIB23-046-Q1-E1-B3 

BLASTN 

g2358139 

169 

4.0e-90 

387 
98 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



YAC yUP8H12 complete 



138915 

LIB23-046-Q1-E1-C6 

BLASTX 

g4741940 

529 

4.0e-54 



16756 



• 



Match length 

% identity 

NCBI Description 

Seq, No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
64 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
138916 

LIB23-046-Q1-E1-D12 

BLASTN 

g4455168 

40 

l.Oe-13 

72 
89 

Arabidopsis thaliana DNA chromosome A, BAC clone 
{ESSAII project) 



FIOMIO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138917 

LIB23-046-Q1-E1-E2 

BLASTN 

g3702315 

218 

l.Oe-119 

406 

99 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138918 

LIB23-046-Q1-E1-E7 

BLASTN 

g3869069 

206 

l.Oe-112 

396 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



138919 

LIB23-046-Q1-E1-F1 

BLASTX 

g322492 

677 

2.0e-71 

131 

100 

photomorphogenesis repressor COPl 



PI clone 



Arabidopsis thaliana 



138920 

LIB23-046-Q1-E1-F5 

BLASTN 

g4220645 

256 

l.Oe-142 

386 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone 



16757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138921 

LIB23-046-Q1-E1-F9 

BLASTX 

g2961357 

207 

2.0e-16 

55 

75 

(AL022140) putative protein [Arabidopsis thaliana] 



138922 

LIB23-046-Q1-E1-G3 

BLASTX 

gll5783 

569 

8.0e-59 

108 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-14 0) (LHCP) >gi_1637 6_emb_CAA27543_ 
chlorophyll a/b binding protein {LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138923 

LIB23-046-Q1-E1-H3 

BLASTN 

g2351067 

262 

l.Oe-146 

274 

59 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MP012, complete sequence [Arabidopsis thaliana] 



PI clone: 



138924 

LIB23-046-Q1-E1-H4 

BLASTX 

g3668093 

249 

2.0e-21 

83 

63 

(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138925 

LIB23-046-Q1-E1-H7 

BLASTX 

g2894574 

614 

4.0e-64 

116 

100 

(AL021890) peroxidase prxrl 
>g i_2 96134 l__emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
{AL022140) peroxidase prxrl 



16758 



beg. iNo* 


X J O o 




T.TRP3-047-O1-E1-A11 


Method 


rsliiib i A 


NCBI GI 


g2642158 


BLAST score 


310 


TP icT-n T n A 






1 R 


% icientity 


/ J 




fArnO'^nnn^ hvnothptical orotein 


Seq. No. 




beq. xu 


IjXCZO / vx ■'-'-1- ■"•'0 


Metnoa 










605 


E value 


4.0e-63 


Match length 


114 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 




(CAB-140) (LHCP) >gi 16376 emb 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LHCII TYPE I PRECURSOR 
27543_ (X03909) 

chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 

138928 

LIB23-047-Q1-E1-D2 

BLASTN 

g3510347 

41 

9.0e-14 

184 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thaliana] 

138929 

LIB23-047-Q1-E1-D7 

BLASTX 

gl710581 

500 

7.0e-51 

100 
98 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

138930 

LIB23-047-Q1-E1-F5 

BLASTX 

g4455319 

171 

3.0e-12 

70 
47 

(AL035528) putative disease resistance protein [Arabidopsis 
thaliana] 



16759 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138931 

LIB23-047-Q1-E1-G1 

BLASTX 

g4249386 

571 

3.0e-59 

114 

100 

{AC005966) Strong similarity to gb_AF061286 gamma -adapt in 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene, [Arabidopsis thaliana] 

138932 

LIB23-047-Q1-E1-G12 

BLASTX 

g2880043 

473 

l.Oe-47 

115 

83 

(AC002340) putative 3-hydroxyisobutyryl -coenzyme A 
hydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138933 

LIB23-047-Q1-E1-G6 

BLASTN 

g2924651 

142 

3.0e-74 

243 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138934 

LIB23-047-Q1-E1-H4 

BLASTX 

g4262162 

284 

l.Oe-25 

69 

78 

{AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138935 

LIB23-047-Q1-E1-H7 

BLASTX 

g3334404 

394 

2.0e-38 

89 

87 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 [U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 



16760 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit A mRNA. ESTs gb_N96435, gb_N96106, gb__N96189, 
gb_N96091, gb_AA042286, gb_F14324, gb_W43643, gb_N96027, 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 

138936 

LIB23-048-Q1-E1-B1 

BLASTN 

g4510360 

196 

l.Oe-106 

348 

98 

Arabidopsis thaiiana chromosome II BAG F11F19 genomic 
sequence, complete sequence 

138937 

LIB23-048-Q1-E1-D4 

BLASTX 

g3492806 

369 

2.0e-35 

115 

61 

(AJ225045) adventitious rooting related oxygenase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



138938 

LIB23-048-Q1-E1-D7 

BLASTX 

g3913418 

126 

l.Oe-54 

109 

97 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1531763_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaiiana] 

138939 

LIB23-048-Q1-E1-E11 

BLASTX 

g4512615 

531 

2.0e-54 

110 

98 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus. EST gb_F14478 
comes from this gene. [Arabidopsis thaiiana] 

138940 

LIB23-048-Q1-E1-F11 

BLASTX 

gl518388 

273 

3.0e-24 
85 



16761 





61 


NCBI DescriDtion 


(X91172) korean-radish isoperoxidase [Raphanu 


C^inr No 


138941 


Seq. ID 


LIB23-048-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g4455309 


BLAST score 


195 


E value 


5.0e-15 




68 


o J. i Am X _y 


57 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis 


Qprr No 


138942 


Seq. ID 


LIB23-048-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g4587595 


BLAST score 


294 


E value 


5.0e-27 


Matr'h 1 PTifith 


56 


& i Hfini" "1 1" V 


98 




^ACnOfi^Sl^ nutative nroline-rich orotein APG 




t halianal 


^f^cf No 


138943 


Seq. ID 


LIB23-04 9-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g3249065 


BLAST score 


369 


E value 


2.0e-35 


Match length 


74 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

{AC004473) Similar to HAKl gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

138944 

LIB23-049-Q1-E1-A6 

BLASTX 

g4588012 

484 

6.0e-49 

116 

79 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

138945 

LIB23-049-Q1-E1-A8 

BLASTX 

g2494896 

619 

l.Oe-64 

114 

56 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 



16762 



PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U367 65) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 


138946 


oeq • ±U 


1jXO^<J U *± -7 Sri-*- i-J-L 


T^y^ ^ r\ 

riei-noci 


"RT a<5TM 
JDJ-irlo i IN 






oijrio J. oovji-C 


J u 


Hi vaxue 


u . uexuu 


lyiaucn ±engt.n 


J O 0 




100 




2\r;^bi dons 1 =! thaliana DNA chromosoirie 4. BAC clone T19K4 




(ESSAII project) 


Qort "Mrs 




Qe^rr TFi 
OcC^. JLU 


T TR??-ri4Q— Ol -Fl — "R? 

XJ-LO^^ U 1 -7 £jX J_J / 


lYiexnou 


RT a<5TY 
DJjriO i A 




y .J ± U I? JL f \> 


jBij/ioi score 




E value 


o . ue 0 ( 


ixiaLcn xengx,n 


1 90 


■6 iaenL.iTi.y 




NCBI Description 


^riUUU44UXy pUuai-lVe pj_Ot.cXIl Js.XIlcit)C [,^lI.aJJi(J.(J^o-Lo LlidX J-ctiid 


Seq. No. 


138948 


Seq. ID 


ijXb^O-U4 y— yi-£iX-UD 


Method 


riliAoiN 


NCBI GI 


gJo DyUoD 


BLAST score 


/I c: 


E value 


4 . ue— X D 


Match length 


xox 


% identity 


o o 


iml-'DX uescnpi-xon 






irii5vi± 1 f COIupxeT_e sequence LfiXa.JJJ.U.Upc>XiD L.IlclXXa.XiclJ 


Seq. No. 


138949 


oeq. LU 


T TR9 '5 — HjI Q— Pll —Pi 
XiXl3Zs3 Ufi ^X EiX K^O 


Mecnou 


n T 7\ C I'M 


NCBI Lrl 


g^4oy4UD 


DLiAoi score 


Z / 4 


E value 


X . ue-xo 0 


Match length 


0 T Q 


% identity 


xuu 


NCBI Description 


r\rax)XQopsxs Loaxxciria oiixouiuouiiie xx Dri\_- r^iir^ yeiivjiuxo 






Seq. No. 


138950 


Seq. ID 


LIB23-049-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g2462757 


BLAST score 


228 


E value 


2.0e-19 


Match length 


63 


% identity 


81 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 



16763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138951 

LIB23-04 9-Q1-E1-D11 

BLASTX 

gl911166 

579 

4.0e-60 

118 

92 

(X94400) soluble-starch-synthase 



138952 

LIB23-049-Q1-E1-D4 

BLASTX 

gll5480 

607 

2.0e-63 

118 
52 

CALMODULIN- 1 >gi_166649 
thaliana] 



[Solanum tuberosum] 



(M3837 9) calmodulin-1 [Arabidopsis 



138953 

LIB23-04 9-Q1-E1-G11 

BLASTN 

g4539290 

134 

3.0e-69 

344 

99 

Arabidopsis thaliana DNA chromosome 4^ BAC clone 
(ESSA project) 



138954 

LIB23-049-Q1-E1-G2 

BLASTN 

g4006885 

213 

l.Oe-116 

327 

100 

Arabidopsis thaliana 
fragment No 



F14M19 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 
Seq. ID 



138955 

LIB23-049-Q1-E1-G5 

BLASTN 

g4757662 

225 

l.Oe-123 

330 

100 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I , complete sequence 

138956 

LIB23-049-Q1-E1-G7 



16764 





jDlxfio i LN 




g^zzuD 


BLAST score 


205 


E value 


l.Oe-111 


iyiar.cn ±engT-n 




n 4" T ^ T r 

-5 laenciTzy 


1 nn 
1 u u 




riX CL X LHjp o X O UXlCLXXdllCL ytJliWlUXO L/vir\f Oii-L vJlLUJo v-JiLLC 






oec5* NO. 




ocQJ . X U 


XlXO^^ U r± -? "i^J- HjX OO 


A4o +" Vi 

Fie tllUU. 


OXltiu 1 A. 


NCBI GI 


gl653767 


BLAST score 


243 




v) ■ U c Z. X 


ixiai-.cn xengun 


7 Q 


^ laentity 


D / 


M ^ T3 T n ^ o V* T t ^ 7~i 

iNL-jDx uescnpuioii 


\LJy\J^J-\Jj (JXX y l_>pt5p L X Ltdo jfi j_ o y ii^SOIiUL^y o L. X o ^p • J 


beq, NO. 


xjy yob 




XiXOi. J u 4 y X ilx nxx 




oXtriO i Ln 


KTPT5T r'T 


goz ^ xy 


BLAST score 


165 


E value 


4.0e-88 


Match length 


1 Q 1 

lo 1 


^ laenriry 




NCBI Description 


Arabidopsis thaliana genortiic DNA, chromosoitie 3, 




iXiXiiuZ^^ coin.pxeT-.e sequence i/iraDxaopbXo Liicixxciiia. j 


Seq. No. 


T o o fi c n 

loo yoy 


oeq. lu 


xiXdz J u y— y X i!*x riy 




JDJ-LfTtO X A 


NCBI GI 


g3023848 


BLAST score 


476 


E value 


5.0e-48 


Match length 


100 


% identity 


50 



PI clone 



NCBI Description 



GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 {U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138960 

LIB23-050-Q1-E1-F4 

BLASTX 

g3252809 

296 

4.0e-27 

84 

38 

(AC004705) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



138961 

LIB23-050-Q1-E1-H8 

BLASTX 

g4512680 



16765 



• 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



254 

6.0e-22 

55 
96 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



138962 

LIB23-051-Q1-E1-A9 

BLASTX 

g2894574 

491 

8.0e-50 

93 
100 

(AL021890) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
{AL022140) peroxidase prxrl 



138963 

LIB23-051-Q1-E1-B7 

BLASTN 

g4587582 

103 

8.0e-51 

147 

100 

Arabidopsis thaliana chromosome II BAC T16B14 genomic 
sequence, complete sequence 

138964 

LIB23-051-Q1-E1-B9 

BLASTN 

g3873174 

67 

3,0e-29 

75 

97 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

138965 

LIB23-051-Q1-E1-C4 

BLASTN 

g3461810 

121 

l.Oe-61 

232 
100 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

138966 

LIB23-051-Q1-E1-D10 

BLASTX 

gl33978 

311 

l.Oe-28 



16766 




Match length 108 
% identity 57 

NCBI Description 4 OS RIBOSOMAL PROTEIN S6 (PHOSPHOPROTEIN NP33) 

>gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933_pir R3MS6 ribosomal protein S6 - mouse 

>gi_319910_pir R3HU6 ribosomal protein S6 - human 

>gi_36148_emb_CAA47719_ (X67 309) ribosomal protein S6 [Homo 
sapiens] >gi_54010_emb_CAA68430_ (Y00348) ribosomal protein 
S6 [Mus musculus] >gi_206747 (M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
S6 [Homo sapiens] >gi_117754 9_emb_CAA90936_ (Z54209) rpS6 
[Mus musculus] 



becj. iNO. 


loo / 


Seq. ID 


LIdz J — U 0 1— yiUjl bXU 


Metnocl 


BLAbTN 


NCBI GI 


g2702261 


BLAST score 


191 


E value 


l.Oe-103 


Match length 


194 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T21L14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138968 


Seq. ID 


LIB23-051-Q1-E1-E2 


Method 


T-jT TV (T' m V 

BLASTX 


NCBI GI 


gl495269 


BLAST score 


449 


E value 


1 . Oe-44 


Match length 


125 


% identity 


73 


NCBI Description 


{X97829) product similar to ccr protein. Citrus paradisi; 




PIR: S52663 [Arabidopsis thaliana] 




>gi 1550735 emb CAA56824 {X98130) unknown [Arabiaopsis 




thaliana] 


beq« wo. 




oeq. iJJ 


lilDZJ UOl yi HjI CjO 


Method 


BLASTX 


NCBI GI 


g2252824 


BLAST score 


494 


E value 


5.0e-50 


Match length 


118 


% identity 


80 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana] 


Seq. No. 


138970 


Seq. ID 


LIB23-051-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g4662640 


BLAST score 


86 


E value 


l.Oe-40 


Match length 


312 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F15K19 genomic 




sequence, complete sequence 



16767 



® 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138971 

LIB23-051-Q1-E1-G6 

BLASTN 

g3335331 

240 

l.Oe-132 

380 
100 

Arabidopsis thaliana chromosome 1 BAG T8F5 
complete sequence [Arabidopsis thaliana] 



sequence. 



oeq. NO. 


1 7P Q79 
J. ^ { 


Seq. ID 


LIB23-051-Q1-E1-H4 


Method 


BLASTN 


NCBI GI 


g47ozl DO 


BLAST score 




E value 


1 . Oe-27 


Match length 


1 /o 


% identity 


59 


NCBI Description 


Arabidopsis thaliana BAC T1J24 


Seq. No, 


TOO Ckl O 

loo y / 6 


Seq. ID 


LIB23-051-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


153 


E value 


2 . Oe-14 


Match length 


61 


% identity 


64 


NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


Uo y / 4 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3241943 


BLAST score 


443 


E value 


3 . Oe-44 


Match length 


101 


% identity 


1 Q 


NCBI Description 


(AC004625) hypothetical protein [Arabidopsis thali 


Seq. No. 


138975 


Seq. ID 


LIB23-052-Q1-E1-B2 


Method 


BLASTN 


NCBI GI 


g3869072 


BLAST score 


311 


E value 


l.Oe-175 


Match length 


335 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MJB24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


138976 


Seq. ID 


LIB23-052-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


gll69423 



clone 



16768 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

6.0e-20 

48 

98 

DIHYDROFOLATE REDUCTASE 2 / THYMIDYLATE SYNTHASE 2 
(DHFR-TS) >gi_289195 (L08594) dihydrof olate 
reductase-thymidylate synthase [Arabidopsis thaliana] 
>gi_3096926_emb_CAA18836.1_ {AL023094) dihydrof olate 
reductase-thymidylate synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138977 

LIB23-052-Q1-E1-C9 

BLASTN 

g3510342 

232 

l.Oe-128 

240 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MGN6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138978 

LIB23-052-Q1-E1-F8 

BLASTX 

g3367517 

469 

4.0e-47 

99 

89 

{AC004392) 
gi_3128187 
gb_N97083, 



Similar to F4I1.26 putative beta-glucosidase 
from A. thaliana BAC gb_AC004 521. ESTs 
gb_F19868 and gb_F15482 come from this gene. 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138979 

LIB23-052-Q1-E1-G5 

BLASTX 

g4758918 

165 

l.Oe-11 

83 

40 

phosphatidylinositol glycan, class B 

>gi_1552169_dbj_BAA07709_ (D42138) PIG-B [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138980 

LIB23-052-Q1-E1-H7 

BLASTX 

g4467147 

637 

7.0e-70 

140 

99 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



138981 

LIB23-053-Q1-E1-B5 



16769 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gll5783 
483 

7.0e-49 
91 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
( CAB- 140) ( LHCP ) >gi_l 637 6__einb_CAA2 7 5 4 3_ 
chlorophyll a/b binding protein {LHCP AB 140 
thaliana] 



TYPE I PRECURSOR 
{X03909) 

[Arabidopsis 



oeCJ . LNO . 


1 QP9 
± JO 


C^ior T n 

oeg. lu 


T mo '5 — fl R m — TTl — Rf^ 
Li±D^j \JDO \^± ih± DO 




RT.A9TX 


NCBI GI 


g3738339 


BLAST score 


450 


E value 


5.0e-45 


Match length 


113 


% identity 


74 


NCBI Description 


(AC005170) putative kinase 


Seq. No* 


138983 


Seq. ID 


LIB23-053-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g399213 


BLAST score 


599 


E value 


2.0e-62 


Match length 


117 


% identity 


99 


NCBI Description 


ATP-DEPENDENT CLP PROTEASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



P-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190__pir B35 905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

138984 

LIB23-053-Q1-E1-C9 

BLASTX 

g4630748 

373 

5.0e-36 

90 

83 

(AC007236) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138985 

LIB23-053-Q1-E1-D5 

BLASTN 

g2266984 

159 

2.0e-84 

159 

100 

Arabidopsis thaliana loRNA for chloroplast and mitochondrial 
methionyl-tRNA synthetase 



Seq. No. 



138986 



16770 



O » J.LJ 


LIB23-053-O1-E1-D6 


Method 


BLASTX 


NCBI GI 

L\ U -2- \J J. 


a2191168 

y-A ^ ^ ^ ^ ^ \t v 


BLAST score 


387 


E value 


l.Oe-37 


Lid. \^\-tLL -L^iii.!^ ^-Ll 


93 






IM^DX O J- L. JL Wil 


fAFnn7y*7ni pnntsiTi*? cjiTnilsritv to mvosin 




r ATrihi dons 1 s thr^lisnril 


O • l>i Vj • 


X J y / 


Sea ID 


LIB23-053-Q1-E1-D7 


Mpi" hoH 

L ie UiiV^^-il 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


329 


V. Tr-?^ 1 n P 

ill VCl-l-Ut>\? 


9. Oe-31 


Ma "h r^Vi 1 onrr'hH 


66 




95 


NCBI DescriDtion 


(Z70314) heat-shock protein [Arabidopsis 


9prr Mn 


138988 


^pa TD 

kJ vZ^ • u. 


LIB23-053-O1-E1-E2 


Method 


BLASTX 




^ X X <J / o o 






rj V dx 




Match length 


90 


% identity 


100 


i>1^0X JJt^o l^X X^ UX^ll 


rHT.OROPHYT.T. A-R RTNDTNG PROTFITN OF LHCII 




^ ^--rt-D J-*±KJ ) \ XixlV> IT y .^yx X\JJ/U CilUJ V^/rlrt.^ / ^ r± »^ 




r* h 1 r*-r oTihwl 1 a /H "h-inHinrr nTni"pin fT.HfP AR 
twiix k^x w kjii y X X ci / jtj xi j.(^xiiy w t-^:; jlii ^jjiiv.^t ir\Lj 




U-liCtXXClliCL J 


o c • In (J • 


X J O ^ O J 


5^pa ID 


LIB2 3-0 53-01 -E1-E5 


Method 


BLASTN 


NCBI GI 


g4589438 


BLAST score 


318 


E value 


l.Oe-179 




J J -7 


O X(J.dlLXU_Y 


100 

X \J V 


iN\^JDX L^C o ox X^ UXLJIJ. 


ATaV^i H(To^ 1^ "t-HalTaTia rrpnom "i p DMA cY) Tf^nrtrt 

r^X dl^Xt^^Jjk^O X O L. IICL X X CLlXd UdiUiLLXO LJL\Jr\f K^llJ- KJllV^J 




MOiT9 rTiTTiTil pi~P ^prmPTiPP 

1J1\^KJ £^ f WlLLk^ -[_ C ^ ^ 1^ ^ 


O t! • J.N U • 


X ^ O ^ Zf\J 


Seq. ID 


LIB23-053-O1-E1-H6 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


596 


E value 


5,0e-62 


Match length 


113 


% identity 


100 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



5, PI clone: 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi__81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



16771 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

138991 

LIB23-053-Q1-E1-H7 

BLASTX 

g3004564 

307 

l.Oe-31 

91 
73 

{AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

138992 

LIB23-054-Q1-E1-A3 

BLASTN 

gl877523 

221 

l.Oe-121 

345 

100 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138993 

LIB23-054-Q1-E1-A5 

BLASTX 

g4538987 

658 

3.0e-69 

134 

99 

(AJ133777) gamma-adaptin 2 [Arabidopsis thaliana] 
138994 

LIB23-054-Q1-E1-B8 

BLASTX 

g4584110 

332 

5.0e-31 

124 

52 

{AJ133639) SAH7 protein [Arabidopsis thaliana] 



138995 

LIB23-054-Q1-E1-C11 

BLASTN 

g2244950 

341 

O.Oe+00 

341 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 



138996 



16772 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB23-054-Q1-E1-C7 

BLASTN 

g3386593 

153 

2.0e-80 

324 
100 

Arabidopsis thaliana chromosome II BAG F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138997 

LIB23-054-Q1-E1-D1 

BLASTX 

gll5767 

678 

l.Oe-71 

130 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


138998 


Seq. ID 


LIB23-054-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g3395431 


BLAST score 


266 


E value 


2.0e-23 


Match length 


118 


% identity 


46 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


138999 


Seq. ID 


LIB23-054-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g2827714 


BLAST score 


179 


E value 


4.0e-13 


Match length 


129 


% identity 


5 


NCBI Description 


(AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


139000 


Seq. ID 


LIB23-054-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g3337347 


BLAST score 


271 


E value 


l.Oe-151 


Match length 


417 


% identity 


100 



NCBI Description 



Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16773 



oeq • wo . 


± O ^ U U X 


Seq. ID 




Method 




NCBI GI 


g4490717 


BLAST score 


166 


E value 


1 . ue oo 


Match length 


o o n 


-6 Identity 




NCBI Description 


firaDiaopsis Lnaxiaiia. uiNr^ oiiiUitiuouiiLc n>±\<^ 




pro j ect ) 


becj. INO. 


± J uz 


beq, lu 


T TnO'5_nc^/— Pil — TTI —HQ 
JjIoZ J — U 0 4— yi— Zj± — 


Method 


BLASTX 


NCBI GI 


g2809255 


BLAbi score 




E value 


z . ue OD 


Match lengtn 


111 


% identity 


QQ 


MUrJi uescriprion 


^riUUUZOOU^ rZlD/,Z4 L"raX->iU.upb lo LXIaXXctiicl J 


beq. NO. 


1^ y u u J 


beq. xu 


LiloZ J U D 4 v^l iijl EjI 


MeT,noa 




NCBI GI 


g2924730 


BLAST score 


262 


E value 


l.Oe-145 


Match length 


294 


% identity 


100 


NCBI Description 


Arabidopsis thai i ana genomic DNA, chromosome 



(ESSA 



PI clone 



MPI7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139004 

LIB23-054-Q1-E1-E2 

BLASTN 

g3327922 

156 

2.0e-82 

342 

100 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139005 

LIB23-054-Q1-E1-E4 

BLASTX 

g2852447 

237 

7,0e-20 

75 
65 

(D88206) protein kinase [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 



139006 

LIB23-054-Q1-E1-F11 
BLASTN 



16774 



NCBI GI 


g3298610 




BLAST score 


136 




E v3,liie 












% icisntJlty 


1 nn 






Arahi (inn<?i s thaliana BAG T2H3 




beq. JNO • 


















NCBI GI 


g2058504 




BLAST score 


364 




Cj V d -L Lie 


9 Oe-35 






1 04 

X U 1 






/ u 




MPRT n*=i«;r'Ti Til" "i nn 




1 [Brassica rapa] 


O c . IN U • 


X o u u o 






i-ixo^^ u J 1 W-'- -Cj-i- w-l 






RT,A5iTX 






rr991 ^Pfi4 

t^^i^X^OO'i 




BLAST score 


182 




E value 


2.0e-13 










% identity 


0 J 


oyiiUiidoc i_ xi_y owpc X. o -Looii 


iNUbi Description 


VArUUflXDOJ Z lSOpxOpyXIUa.Xa.T_e 




pennexxxx J 




Seq. No. 


T o n n n o 






T.TR?^-0'S4-O1 -El-QS 




Method 


BLASTN 




NCBI GI 


g3355463 




BLAST score 


201 




E value 


l.Oe-109 




Match length 


397 





% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis tha liana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139010 

LIB23-054-Q1-E1-G6 

BLASTX 

g2947063 

224 

2.0e-18 

99 

44 

{AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139011 

LIB23-054-Q1-E1-H11 

BLASTN 

g3873174 

343 

O.Oe+00 
343 



16775 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



139012 

LIB23-055-Q1-E1-A12 

BLASTX 

g480450 

330 

8.0e-31 

80 
86 

ketol-acid reductoisomerase (EC 1- 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.8 6) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIBzo-Uoo-Qi-El-A4 


Method 


BLASTX 


NCBI GI 


g4ooyio4 


BLAST score 


206 


E value 


3 . Oe-16 


Match length 


59 


% identity 


DO 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


139014 


Seq. ID 


LIB23~055-Q1-E1-B1 


Method 


BLASTN 


NCBI GI 


g28 64607 


BLAST score 


313 


E value 


1 . Oe-176 


Match length 


325 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F10M6 




/■r<c;C7\TT -rwz-s-i ^ 

^iijboAxi project; 


Seq. No. 


139015 


Seq. ID 


LIB23-055-Q1-E1-B10 


Method 


BLASTX 


NCBI GI 


g4732123 


BLAST score 


521 


E value 


7.0e-57 


Match length 


114 


% identity 


95 


NCBI Description 


(AF129087) mitogen-activated protein kinase homologue 




[Medicago sativa] 


Seq. No. 


139016 


Seq. ID 


LIB23-055-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


gl711355 


BLAST score 


276 


E value 


l.Oe-24 


Match length 


104 


% identity 


58 


NCBI Description 


SHORT-CHAIN TYPE DEHYDROGENASE/REDUCTASE 



16776 



11 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4217 86_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb__CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

139017 

LIB23-055-Q1-E1-C1 

BLASTN 

g3492855 

149 

3.0e-78 

371 
78 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

139018 

LIB23-055-Q1-E1-C8 

BLASTX 

g2465923 

222 

4.0e-18 

112 

45 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

139019 

LIB23-055-Q1-E1-D1 

BLASTX 

g4539332 

574 

2.0e-59 

115 

100 

(AL035539) glycosyltransferase like protein (fragment) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139020 

LIB23-055-Q1-E1-D12 

BLASTN 

g4468976 

385 

O.Oe+00 

385 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone 
{ESSA project) 



F19F18 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139021 

LIB23-055-Q1-E1-D4 

BLASTX 

gll5783 

512 

3.0e-52 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



16777 



(CAB-140) (LHCP) >gi_16376_einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139022 

LIB23-055-Q1-E1-E1 

BLASTN 

g2244829 

154 

3.0e-81 

309 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139023 

LIB23-055-Q1-E1-E7 

BLASTX 

g4455364 

337 

l.Oe-31 

105 

59 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139024 

LIB23-055-Q1-E1-F5 

BLASTN 

g2182287 

324 

O.Oe+00 

413 

96 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



13TO25 

LIB23-055-Q1-E1-G7 

BLASTN 

g2264304 

353 

O.Oe+00 

408 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8, complete sequence [Arabidopsis thaliana] 



PI clone: 



139026 

LIB23-055-Q1-E1-H3 

BLASTX 

g2288988 

209 

l.Oe-16 

112 

38 

{AC002335) hypothetical protein [Arabidopsis thaliana] 



16778 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139027 

LIB23-055-Q1-E1-H6 

BLASTN 

g2623294 

128 

l.Oe-65 

401 

99 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139028 

LIB23-056-Q1-E1-B12 

BLASTX 

g3451071 

468 

5.0e-47 

93 

100 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139029 

LIB23-056-Q1-E1-B4 

BLASTX 

g3152600 

232 

2.0e-19 

69 

71 

{AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. ESTs gb_H37409, 
gb_AA395290, and gb_T4 3907 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139030 

LIB23-056-Q1-E1-C11 

BLASTX 

g2895510 

302 

l.Oe-27 

110 

51 

{AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139031 

LIB23-056-Q1-E1-C2 

BLASTX 

g4734005 

547 

3.0e-56 

109 

100 

(AC007178) hypothetical protein [Arabidopsis thaliana] 



16779 



O j-i VTy^ 

o©<3. JNO . 






ij±DZO UOO V:!-'- 




RT.A^TX 


NCBI GI 


g4567245 


BLAST score 


637 


T*' T7" ■all t ^ 






191 


% identity 




jnudjl uescj-ipuion 




be<5» NO, 






J-iXDZO Uvy\J vt-i- -^-i- 


rut; uiivj^j. 






y 4 UU DO 0 0 


BLAST score 


227 


E value 


l.Oe-125 


Match leng^th. 


0 9 7 


% identity 


1 nn 


NCBI Description 


Arabidopsis thaliana DNA chroinosoitie 4, ESSA I AP2 




xrayinenL ino 


beg. iNo. 






T TR9 rm m —pi —pi 






NCBI GI 


g3702733 


BLAST score 


167 


E value 


3,0e-89 


Match length 


203 


% identity 


97 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MJP23, complete sequence [Arabidopsis thaliana] 



PI clone 



139035 

LIB23~056-Q1-E1-E2 

BLASTX 

gl076287 

427 

3,0e-42 

107 

78 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139036 

LIB23-056-Q1-E1-F1 

BLASTX 

g4678306 

195 

5.0e-15 

46 

76 

(AL04 9655) kinesin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



139037 

LIB23-056-Q1-E1-G5 
BLASTN 



16780 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3176693 
117 

4.0e-59 

348 

97 

Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



O C VJ • L\\J » 


139038 


o^rr TD 
oeq . ±u 


ljXa£.>J \J^\J ^-L £j± \3\J 






NCBI GI 


a486784 


ID JufiLkj J. o (J J- tc; 


491 


E value 


9.0e-50 


Match length 


115 


% identity 


25 


NCBI Description 


Golgi-associated particle 


Seq. No. 


139039 


Seq. ID 


LIB23-056-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g267079 


BLAST score 


511 


E value 


4.0e-52 


Match length 


93 


% identity 


100 


NCBI Description 


TUBULIN BETA- 6 CHAIN >gi 



102K chain - human 



chain - Arabidopsis thaliana >gi_166904 (M84703) 
tubulin [Arabidopsis thaliana] 



beta-( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139040 

LIB23-056-Q1-E1-H11 

BLASTX 

gl346181 

175 

9.0e-13 

45 

80 

GLYCINE-RICH RNA-BINDING PROTEIN GRP2A >gi_4 96237 (L31377) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139041 

LIB23-057-Q1-E1-B11 

BLASTX 

g3935183 

296 

l.Oe-31 

86 

80 

(AC004557) F17L21.26 



[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



139042 

LIB23-057-Q1-E1-C3 

BLASTN 

g4757414 

247 



16781 



E value 
Match length 
% identity 
NCBI Description 



l,0e-137 

287 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139043 

LIB23-057-Q1-E1-D11 

BLASTN 

g4263694 

107 

3. Oe-53 

208 

98 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139044 


Seq. ID 


LIB23-057-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g2809257 


BLAST score 


328 


E value 


1 . Oe-30 


Match length 


DO 


% identity 


54 


NCBI Description 


(AC002560) F21B7.26 [Arabidopsis thaliana] 


Seq. No. 


139045 


Seq. ID 


LIB23-057-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


g2264302 


BLAST score 


75 


E value 


l.Oe-34 


Match length 


103 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MAC12, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139046 


Seq. ID 


LIB23-057-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


173 


E value 


6.0e-13 


Match length 


46 


% identity 


83 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



139047 

LIB23-057-Q1-E1-H12 

BLASTN 

g4587641 

129 

2.0e-66 



16782 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 
100 

Arabidopsis t ha liana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

139048 

LIB23-057-Q1-E1-H6 

BLASTX 

gll4421 

386 

l.Oe-37 

81 

93 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi__82133_pir ^A24355 H+-transporting ATP synthase (EC 

3.6.1,34) beta-1 chain, mitochondrial - curled-leaved 
tobacco >gi_19685_emb_CAA26620_ (X028 68) ATP synthase beta 
subunit [Nicotiana plumbaginif olia] 



Seq. No. 


139049 


Seq. ID 


LIB23-058-Q1-E1-A6 


Method 


BLASTN 


NCBI GI 


g3193311 


BLAST score 


187 


E value 


l.Oe-lOl 


Match length 


279 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


139050 


Seq. ID 


LIB23-058-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g3128135 


BLAST score 


332 


E value 


O.Oe+OO 


Match length 


371 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



TAC clone; 



K19E1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



139051 

LIB23-058-Q1-E1-E5 

BLASTN 

gl946354 

241 

l.Oe-133 

285 

96 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

139052 

LIB23-058-Q1-E1-F10 

BLASTN 

g2341023 

372 

0,0e+00 



16783 



Match length 

% identity 

NCBI Description 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



376 
100 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



139053 

LIB23-058-Q1-E1-F5 

BLASTN 

gl490552 

295 

l.Oe-165 

295 

100 

Arabidopsis thaliana 



S-adenosylmethionine decarboxylase 



(SAMdc) mRNA, complete cds 
139054 

LIB23-058-Q1-E1-G7 

BLASTN 

g3241923 

101 

5.0e-50 

117 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMNIO, complete sequence [Arabidopsis thaliana] 

139055 

LIB23-058-Q1-E1-H11 

BLASTX 

g4741197 

647 

5.0e-68 

120 

100 

{AL049746) aldose 1-epimerase-like protein [Arabidopsis 
thaliana] 

139056 

LIB23-058-Q1-E1-H7 

BLASTN 

g4415928 

110 

4.0e-55 

218 

95 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139057 

LIB23-059-Q1-E1-A12 

BLASTX 

g2499608 

258 

l.Oe-26 

81 

73 



16784 



NCBI Description 



MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 4 (MAP KINASE 4) 

(ATMPK4) >gi_2129645_pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457400_dbj_BAA04867_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139058 

LIB23-059-Q1-E1-B12 

BLASTN 

g2098816 

201 

l.Oe-109 

205 

100 

Arabidopsis thaliana BAC F19G10, complete sequence 
139059 

LIB23-059-Q1-E1-B2 

BLASTX 

gl32166 

250 

1 .06-21 

67 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor - 
Arabidopsis thaliana >gi_16471_emb_CAA32429_ {X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 

139060 

LIB23-059-Q1-E1-B4 

BLASTN 

g2924730 

78 

2.0e-36 

78 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPI7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139061 

LIB23-059-Q1-E1-B6 

BLASTX 

g3980411 

332 

2.0e-31 

66 

100 

{AC004561) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139062 

LIB23-059-Q1-E1-B7 

BLASTN 

gl655481 

276 



16785 



E value 


l.Oe-154 


Matcn lengtn 


one 


% identity 


inn 
lUU 


NCBI Description 


Arabidopsis thaiiana itiRNA for delta subunit of 




mitochondrial Fl— ATPase, complete cds 


Seq, No. 


1 Q Q n C3 


oeq. xu 


T TR?*^— n^Q-Dl -Fl -PI 
LiXa^O \JDj v-L 


Method. 


■RT Zi QTV 


NCBI GI 


g4512668 


BLAST score 


167 


E value 


4 . ue-*±z 


Match length 


/ 0 


^ Identity 


dZ 


NCBI Description 


(Abuuoyoi; unKnown protein [AraDiuopsis maiianaj 


Seq. No. 


T o n n ^ ^ 


beq. lu 


iiioz o uo y— y X— iiti~bz 


Method 


■DT TV OfFKT 




gj4 4 y / 


BLAST score 


161 


E value 


2.0e-85 


Match length 


o o o 

z^z 


% identity 


100 


NCBI Description 


Arabidopsis thaiiana genomic DNA, chromosome 5, PI 




MCA23, complete sequence [Arabidopsis thaiiana] 


Seq. No. 


139065 


Seq. ID 


T Tt>0'3 ACQ rM TTl 1? it 

LilBZ o— U 0 y 1— -£j O 


Metnoa 


"DT S CTV 

rSLAb i A 


NCBI GI 


g401169 


BLAST score 


267 


E value 


1 . Ue-z3 


Match length 


51 


% identity 


1 A A 

100 


NCBI Description 


TRANoliAi lUNALLx bONlROLbhiD i UMUK FKUibiN nUlXlUijUb \ 


Seq. No. 


139066 


beq. ID 


TT'DO'3 ARQ 171 T?0 


Method 


■DT TV CPVI 


NCBI bl 




BLAST score 


117 


E value 


3.0e-59 


Match length 




% identity 


1 A A 

100 


NCBI Description 


Arabidopsis thaiiana genomic DNA, chromosome 5, PI 




MPL12, complete sequence [Arabidopsis thaiiana] 


Seq. No. 


139067 


Seq. ID 


LIBzo-Uo y-yi-Li-Fi 


Metnoa 


bJuAo ilN 


INUol bl 


Ar9f^i fif;ni 
gz 0 1 o o u 1 


BLAST score 


259 


E value 


l.Oe-144 


Match length 


259 


% identity 


100 


NCBI Description 


Arabidopsis thaiiana genomic DNA, chromosome 5, PI 



clone 



(TCTP) 



clone 



clone 



16786 



MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139068 

LIB23-059-Q1-E1-F2 

BLASTN 

g4713943 

222 

l.Oe-122 

273 
97 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC T8K14 sequence. 



139069 

LIB23-059-Q1-E1-F4 

BLASTX 

gll5767 

524 

8.0e-54 

95 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

139070 

LIB23-059-Q1-E1-F5 

BLASTX 

g400976 

455 

9.0e-46 

91 

100 

RAS-RELATED PROTEIN RHAl >gi_478671_pir S23727 GTP-binding 

protein RHAl - Arabidopsis thaliana >gi_16484__emb_CAA418 63_ 
(X59152) RHAl [Arabidopsis thaliana] 

>gi_397594__emb__CAA80534_ {Z22958) GTP-binding protein 
[Arabidopsis thaliana] 

139071 

LIB23-059-Q1-E1-F6 

BLASTX 

g464707 

375 

2.0e-36 

76 

100 

40S RIBOSOMAL PROTEIN S18 >gi__480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_43434 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 



16787 




[Arabidopsis thaliana] >gi__434 906_einb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_einb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139072 

LIB23-059-Q1-E1-G1 

BLASTX 

g2306917 

466 

5.0e-47 

88 

100 

{AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139073 

LIB23-059-Q1-E1-G10 

BLASTX 

gll5783 

219 

2.0e-18 

52 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
{X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139074 

LIB23-059-Q1-E1-G12 

BLASTX 

gl703386 

156 

6.0e-ll 

59 

49 

ACETYLORNITHINE DEACETYLASE (ACETYLORNITHINASE) (AO) 
(N-ACETYLORNITHINASE) (NAO) >gi_763048 {U23957) 
N-acetylornithine deacetylase [Dictyostelium discaldeum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139075 

LIB23-059-Q1-E1-G2 

BLASTX 

g4455273 

484 

4.0e-49 

95 

100 

{AL035527) subtilisin proteinase-like [Arabidopsis 
thaliana] 



16788 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139076 

LIB23-059-Q1-E1-G3 

BLASTN 

g3355463 

281 

l.Oe-157 

289 

99 

Arabidopsis thaliana chromosome II BAG F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


i^yu / / 


beq. iu 


LibZ J~U0 i7""vjl — IIjI— LjO 


rie Tznoa 






—on A aQ^a 
goU4 DOO O 


BLAST score 


148 


E value 


l.Oe-77 


Match length 


£ f I 


% identity 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MXI22, complete sequence [Arabidopsis thalian< 


Seq. No. 


139078 


Seq. ID 


TTT300 ACQ rM T?T tno 
LIBz J-Uoy-Ql-ilji-HlZ 


Method 


bJjAbilN 


NCBI GI 


g3241920 


BLAST score 


119 


E value 


1 . ue-DL) 


Match length 


1 A "1 

191 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MAEl, complete sequence [Arabidopsis thaliana 


Seq. No. 


1 O A A T A 


Seq. ID 


T T'noo ACA r\'\ TT^l u "3 

LIBz J-Uby-Ql-El-Ho 


Method 


BLASTX 


NCBI GI 


g4099092 


BLAST score 


>1 O A 


E value 


1 . Oe-48 


Match length 


90 


% identity 


1 C\C\ 
lUU 


NCBI Description 


{U83179) unknown [Arabidopsis thaliana] 


Seq. No. 


139080 


Seq. ID 


LIB23-059-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


284 


E value 


l.Oe-25 


Match length 


95 


% identity 


56 


NCBI Description 


{AC002560) F2401.15 [Arabidopsis thaliana] 


Seq. No. 


139081 


Seq, ID 


LIB23-059-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4417278 



5, PI clone 



16789 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

2.0e-20 

57 

72 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
139082 

LIB23-060-Q1-E1-A10 

BLASTN 

g2760173 

257 

l.Oe-143 

273 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYH19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139083 

LIB23-060-Q1-E1-A11 

BLASTX 

g4455210 

267 

6.0e-24 
73 
78 

{AL035440) 
thaliana] 



putative aspartate-tRNA ligase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139084 ' 

LIB23-060-Q1-E1-A2 

BLASTN 

g2924733 

231 

l.Oe-127 

313 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139085 

LIB23-060-Q1-E1-B10 

BLASTX 

gl707412 

245 

4.0e-21 

68 

60 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 

139086 

LIB23-060-Q1-E1-B11 

BLASTX 

gll99804 

386 

l.Oe-37 
73 



16790 



% identity 

NCBI Description 



100 

'(X95639) transmeinbrane channel protein [Brassica oleracea] 



oe<3 « tNo • 


1 '^QOP? 


Seq. ID 


LIB23-060-Q1-E1-B9 


Method 


BLASTN 






DitAoi score 




E value 


1 Ho— 1 4 Q 


Match length 


Z 0 / 


% identity 




jnudI uescriprion 


Hr aoiciopsis tna -Liana uiNri cnxruiuoouiiic ^ / or 






Seq. No. 


139088 


Seq. ID 


LIB23-060-Q1-E1-C10 


AA/^ 4*" V* ^^^^ 

rieTinoQ 


DLiriO i A 


Mma T r* T 
WL-dJ. b± 


gi4 yozo 1 


DLiRoi score 


ZOO 


E value 


/I n d — 9 n 
fi . ue z u 


Matcn lengtn 




% identity 


94 


NCBI Description 


t^/Uoi4j near— SHOCK proTzem [Araoiaopsis 


Seq. No. 


139089 


Seq. ID 


LIB23-060-Q1-E1-C11 


Method 


ESLtAO ilN 


NCBI GI 


gzz /4obl 


BLAST score 


/ i 


E value 


fla— '^9 

0 . ue jz 


Matcn lengtn 


TCI 

lo 1 


^ identity 


O / 


NCBI Description 


Arabidopsis thaliana Sbe2 . 1 gene 


oeq* iMO . 


1 J -7U 


Seq, ID 


LIB23-060-Q1-E1-C5 


Method 


BLASTX 


NCBI Gil 


giiDiyzo 


BLAST score 


oo4 


E value 


1 . Ue-DL) 


Match lengtn 


too 
Izo 


% identity 


82 


NCBI Description 


(U34392) alpha-carboxyltransf erase aCT-1 




max] 


Seq. No. 


139091 


Seq. ID 


LIB23-060-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


458 


E value 


4.0e-46 


Match length 


80 



T5C23 



precursor [Glycine 



% identity 

NCBI Description 



100 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



16791 



becj. wo. 


1 "^QnQ? 




IjXO^O U UVJ Sc-^ U\} 


Method 


DJ-iriO i A 


NCBI GI 


g2244765 


BLAST score 


168 


E value 


Q Ho— 1 9 


Match length 


uo 


% identity 


1 Q 


wursx uescnpcion 




beq. No* 




beq. J-U 


T TR9'^— ni —v^ — fi n 


Method 


DljiiO 1 A 


NCBI GI 


g3158370 


BLAST score 


376 


E value 


z , ue~ 


Match length 


/ z 


■6 Identity 


lUU 


jNi^ni uescnpi,ion 




Seq, No. 


1 "3 on Q/ 


beq. iJJ 


T TR9'^— n f^fi— m —Pi — F1 1 

ijJ.JDZo UOU ri± HjXX 


Metnoa 


Dliiibi A 




gz '± J y f± fto 


BLAST score 


307 


E value 


2.0e-28 


Match length 


60 


% identity 


100 


NCBI Description 


{AC002332) putative NAD (P) -dependent choles 



dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139095 

LIB23-060-Q1-E1-F10 

BLASTX 

g2146746 

302 

8.0e-28 

59 

97 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_166819 {L05562) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139096 

LIB23-060-Q1-E1-F3 

BLASTN 

g3184270 

182 

7.0e-98 

405 
99 

Arabidopsis thaliana chromosome II BAC T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139097 

LIB23-060-Q1-E1-F9 

BLASTN 

g4263753 



16792 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222 

l.Oe-122 

249 

96 

Arabidopsis thaliana chromosome V map near 60.5 
complete sequence [Arabidopsis thaliana] 



cM, 



Seq. No. 
Seq. ID 
Method 



139098 

LIB23-060-Q1-E1-G11 

BLASTX 

g4455351 

199 

l.Oe-15 

68 

54 

(AL035524) putative protein [Arabidopsis thaliana] 
139099 

LIB23-060-Q1-E1-G12 

BLASTX 

g4741952 

372 

5.0e-36 

71 

100 

{AF134126) Lhcb3 protein [Arabidopsis thaliana] 
139100 

LIB23-060-Q1-E1-G2 

BLASTN 

g4376087 

252 

l.Oe-139 

382 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

139101 

LIB23-060-Q1-E1-G9 

BLASTX 

gl20667 

349 

2.0e-33 

68 

96 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_l 66710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

139102 

LIB23-060-Q1-E1-H11 
BLASTN 



16793 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3894179 
268 

l.Oe-149 

268 

100 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139103 

LIB23-060-Q1-E1-H3 

BLASTX 

gll73151 

379 

l.Oe-36 

77 

99 

DNA-DIRECTED RNA POLYMERASE BETA CHAIN 

>gi_629607_pir S48842 DNA-directed RNA polymerase (EC 

2.7.7.6) beta chain - white mustard chloroplast 
>gi__563343_emb_CAA57814_ (X82417) RNA polymerase subunit 
beta [Sinapis alba] 

139104 

LIB23-060-Q1-E1-H5 

BLASTX 

g2827663 

165 

2.0e-ll 

89 

8 

(AL021637) membrane-associated salt-inducible-liJce protein 
[Arabidopsis thaliana] 

139105 

LIB23-060-Q1-E1-H7 

BLASTX 

g4835225 

442 

3.0e-44 

84 

99 

(AL049862) UTP-glucose glucosyltransf erase lilce protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139106 

LIB23-060-Q1-E1-H9 

BLASTX 

g3158370 

457 

5.0e-46 

91 
98 

(AF035382) catalase 



3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



139107 

LIB23-061-Q1-E1-A10 
BLASTN 



16794 






y^^Urtox^ 


BLAST score 


129 


E value 


2.0e-66 




^ u u 


^ laenLiTiy 




iNL-Di uescnpnon 


Arabidopsis thaliana genomic DNA, chroitiosonie 5, PI clone; 




riVJI\±0/ oUIUpioUcJ fafcrC^UfcJilv-t^ [nx clXJ J_U.Upo xo UliciXxclIlci J 


becj, NO. 


1 Q Q1 HQ 

xoyxuo 


Qo(T T n 


T T"R9'5 — Of^l —Hi —171 — TiQ 

JjXdz J uox yx iIjX 


T^/f ^ 4- Vi /^/^ 

iYlc UilOvJ. 


DXiriO 1 i>i 




y Z O ^0 0 ^ O 


BLAST score 


125 


E value 


2.0e-64 


Match length 


XZo 


% identity 


XUU 


NCBI Description 


TVrabidopsis thaliana SIGl itiRNA for plastid RNA polymerase 




sxyiua suijunx Ti. , compxece cas 


beq. NO. 


xoy xuy 


Clarr TO 
OcQJ • JlU 


XiXdZO UDX^X xjX O / 








y Z / U 0 / O 0 


BLAST score 


251 


E value 


l.Oe-139 


Match length 


on c. 


% identity 


Q7 


NCBI Description 


Arabidopsis thaliana BAC T13L16 from chromosome II, near 




cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139110 


beq. LU 


XiX rSz a— U D X— y X — ill X — ilj o 






NCBI GI 


g3894190 


BLAST score 


244 


E value 


o . Ue— z X 


Match length 


o / 


=5 identxty 


/U 


nudI Description 


(ALUuDODz) putative RNA polymerase [Arabidopsis tnaiianaj 


beq, NO. 


Xoyxxx 


oeq. lu 


XiXnzo Uux— yx JitX £ / 




D1j£\0 J. Vi 


iN^Cx oJ. 


y fi o o ft o 0 / 


BLAST score 


94 


E value 


5.0e-46 


Match length 


yy 


% identity 


y y 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F7J7 




(ESSA project) 


Seq, No. 


139112 


Seq. ID 


LIB23-061-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g4538947 


BLAST score 


277 


E value 


8.0e-25 



16795 



Match length 

% identity 

NCBI Description 



77 
36 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



beq . NO . 




y-* Tr\ 

beq. iu 


LIBZ J-Ubi-yi-Cii-Hy 


Method 


O T 7\ o rrnvT 
BiiAbiiSI 




go^ y oooz 


BiiAoi score 


Jo 


E value 


^ Hz-s 1 O 

D . ue-1-^ 


Match length 


A 




^ D 


LNUi3± uesciripT- ion 


riiajjiciopsis T^naiiana oiiv^ xioriD 


Seq. No. 


139114 


beq, IJJ 




Method 


13 T TV OTTV 

BLAb iA 


NCBI GI 


™o *r o o o o o 

g^D^i^^yy 


BLAST score 


c o c 


E value 


1 . Oe-53 


Match length 


134 


■5 Identity 


/y 


NLBi uescripLion 


(ACUuz4uy) putative 4-alpna-glucanotransierase [Arar>ia 




thaliana] 


Seq. No. 


139115 


Seq. ID 


LIB23-062-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g2160188 


BLAST score 


ICO 

15 J 


E value 


7 . Oe-58 


Match length 


118 


% identity 


yy 


NCrii Uescription 


(AC000132) Similar to Vicia sucrose transport protein 




(gb__Z93774) . [Arabidopsis thaliana] 


beq. No. 


lo911o 


Seq. ID 


LIB2o-0d2-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g45QD0Dl 


BLAST score 


294 


E value 


4 . Oe-27 


Match length 


54 


% identity 


inn 
lUU 


nujdj. uescripuion 


l/iuuu/uzu} pucaLive BUri protein [AraDictopsis rnaixana 


Seq. No. 


139117 


Seq. ID 


LIB23-062-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4585976 


BLAST score 


439 


E value 


2.0e-43 


Match length 


140 


% identity 


63 


NCBI Description 


{AC005287) Unknown protein [Arabidopsis thaliana] 



16796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139118 

LIB23-062-Q1-E1-C10 

BLASTX 

gl279640 

319 

2.0e-29 

93 

60 

(X92204) NAM [Petunia x hybrida] 
139119 

LIB23-062-Q1-E1-C11 

BLASTN 

g2832667 

282 

l.Oe-157 

338 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone T10I14 
{ESSAII project) 

139120 

LIB23-062-Q1-E1-C7 

BLASTN 

g3449318 

423 

O.Oe+00 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLF18, complete sequence [Arabidopsis thaliana] 

139121 

LIB23-062-Q1-E1-D7 

BLASTX 

g2271485 

741 

6.0e-79 

142 

100 

(AF009647) arginine decarboxylase [Arabidopsis thaliana] 
>gi_3096940_emb_CAA18850.1_ (AL023094) arginine 
decarboxylase SPE2 [Arabidopsis thaliana] 

139122 

LIB23-062-Q1-E1-E10 

BLASTN 

g2656028 

194 

l.Oe-105 

385 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 
Seq. ID 



139123 

LIB23-062-Q1-E1-F9 



16797 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3033373 

233 

l.Oe-128 

305 
97 

Arafoidopsis thaliana chromosome II BAG F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PI clone: 



139124 

LIB23-063-Q1-E1-A1 

BLASTN 

g2924728 

74 

2.0e-33 

129 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXHl, complete sequence [Arabidopsis thaliana] 

139125 

LIB23-063-Q1-E1-A10 

BLASTX 

gl350768 

390 

8.0e-38 

93 

84 

60S RIBOSOMAL PROTEIN L7A 



139126 

LIB23-063-Q1-E1-A11 

BLASTN 

g4580454 

47 

2.0e-17 

143 

87 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



139127 

LIB23-063-Q1-E1-A5 

BLASTN 

g4519190 

323 

0, Oe+00 

323 

100 

Arabidopsis thaliana genomic 
K6A12, complete sequence 



DNA, chromosome 5, TAG clone 



139128 

LIB23-063-Q1-E1-A9 

BLASTX 

g3461836 

532 



16798 



E value 
Match length 
% identity 
NCBI Description 



2.0e-54 

101 

100 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 {AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139129 

LIB23-063-Q1-E1-B10 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139130 

LIB23-063-Q1-E1-B8 

BLASTN 

g2264306 

164 

3.0e-87 

315 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

139131 

LIB23-063-Q1-E1-D1 

BLASTX 

g3335332 

417 

4.0e-41 

78 

100 

(AC004512) Contains similarity to S-receptor kinase 
gb_D88193 from Brassica rapa. [Arabidopsis thaliana] 

139132 

LIB23-063-Q1-E1-D9 

BLASTX 

gl946369 

351 

3.0e-33 

99 

67 

(U93215) unknown protein [Arabidopsis thaliana] 
139133 

LIB23-063-Q1-E1-E11 

BLASTX 

g3309086 

351 

3.0e-33 
68 



16799 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 

139134 

LIB23-063-Q1-E1-G5 

BLASTX 

g2961358 

676 

2.0e-71 

133 
100 

{AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 



139135 

LIB23-063-Q1-E1-H3 

BLASTN 

g3128136 

152 

5.0e-80 

381 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAG clone: 



139136 

LIB23-063-Q1-E1-H5 

BLASTX 

g3287863 

415 

9.0e-41 

71 
100 

PUTATIVE TRYPSIN INHIBITOR T01O24,29 PRECURSOR >gi_2288993 
(AC002335) trypsin inhibitor isolog [Arabidopsis thaliana] 



139137 

LIB23-063-Q1-E1-H8 

BLASTN 

g2618599 

373 

O.Oe+00 

373 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



PI clone: 



139138 

LIB23-064-Q1-E1-B12 

BLASTX 

gll72872 

382 

5.0e-37 

74 

100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54185 6_pir_ 



JN0718 



16800 




drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_einb_CAB38829. 1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No, 


loyi jy 


Seq. ID 


LIBz j-(JD4-yl-El-Hll 


Method 


iDJLAb i A 


NCBI GI 


o o n o n T 

gl80030 7 


BLAST score 


201 


E value 


o . Ue-lb 


Match length 


oU 


% identity 


DO 


NCBI Description 


(U83883) pl05 coacti^ 


Seq. No, 


139140 


Seq. ID 


LIB23-065-Q1-E1-A2 


Method 


BLASTN 


NCBI GI 


g4558586 


BLAST score 


174 


E value 


2. Oe-93 


Match length 


178 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




complete sequence 


Seq. No, 


139141 


Seq. ID 


LIB23-065-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g266989 


BLAST score 


J9o 


E value 


2. Oe-38 


Match length 


74 


% identity 


100 


NCBI Description 


GTP-BINDING PROTEIN 




GTP-binding protein 




iMyo/yDj Lii ir — JDinQing 


Seq, No. 


139142 


Seq, ID 


LIB23-065-Q1-E1-A6 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


231 


E value 


l.Oe-127 


Match length 


239 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 



[Rattus norvegicus] 



1 BAG T5I8 sequence. 



Arabidopsis thaliana >gi_166734 



BAC clone F9D16 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



139143 

LIB23-065-Q1-E1-A7 

BLASTX 

g421836 

278 

5,0e-25 
57 



16801 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

139144 

LIB23-065-Q1-E1-A8 

BLASTX 

g2352923 

352 

l.Oe-33 

91 

79 

(AF012863) cytosolic glucose-6-phosphate dehydrogenase 2 
[Petroselinum crispum] 

139145 

LIB23-065-Q1-E1-B2 

BLASTN 

g3985934 

115 - 

5.0e-58 

257 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139146 

LIB23-065-Q1-E1-B3 

BLASTN 

g2828183 

277 

l.Oe-154 

277 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



PI clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139147 

LIB23-065-Q1-E1-B4 

BLASTN 

g2245073 

278 

l.Oe-155 

278 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

139148 

LIB23-065-Q1-E1-B6 

BLASTN 

g2564050 

258 

l.Oe-143 

280 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



16802 



# 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MUA22, complete sequence [Arabidopsis thaliana] 
139149 

LIB23-065-Q1-E1-B8 

BLASTX 

g4490329 

199 

l,0e-15 

85 

53 

(AL035656) extensin-like protein [Arabidopsis thaliana] 
139150 

LIB23-065-Q1-E1-C7 

BLASTX 

g266989 

385 

l.Oe-37 

73 

100 

GTP-BINDING PROTEIN SARIB >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 


139151 


Seq. ID 


LIB23-065-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g2795809 


BLAST score 


237 


E value 


3,0e-20 


Match length 


50 


% identity 


82 


NCBI Description 


{AC003674) putative expansin [Arabidopsis thaliana] 


Seq. No. 


139152 


Seq. ID 


LIB23-065-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g2739389 


BLAST score 


392 


E value 


4.0e-38 


Match length 


125 


% identity 


21 


NCBI Description 


(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 


Seq. No. 


139153 


Seq. ID 


LIB23-065-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2213882 


BLAST score 


250 


E value 


l.Oe-21 


Match length 


92 


% identity 


49 


NCBI Description 


(AF004165) 2-isopropylmalate synthase [Lycopersicon 




pennellii] 


Seq, No. 


139154 


Seq. ID 


LIB23-065-Q1-E1-D5 



16803 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4741948 

399 

3.0e-39 

76 

100 

(AF134124) 



Lhcb2 protein [Arabidopsis thaliana] 



139155 

LIB23-065-Q1-E1-E1 

BLASTX 

gl709535 

474 

6,0e-48 

93 

100 

DELTA l-PyRROLINE-5-CARBOXYLATE SYNTHETASE B {P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA-GLUTAMYL KINASE) (GK) ; 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) 
(GLUTAMYL-GAMMA-SEMIALDE, . . >gi_887388_einb_CAA60447_ 
(X86778) pyrroline-5-carboxylate synthetase B [Arabidopsis 
thaliana] >gi_1669658_einb__CAA70527_ (Y09355) 
pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 

139156 

LIB23-065-Q1-E1-E6 

BLASTX 

g3024526 

311 

7.0e-29 

62 

100 

RAS-RELATED PROTEIN RABll >gi_2118459_pir S59942 small 

GTP-binding protein Rabll - Arabidopsis thaliana >gi_451860 
(L18883) small GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 


139157 




Seq. ID 


LIB23-065- 


Q1-E1-E7 


Method 


BLASTX 




NCBI GI 


g2213584 




BLAST score 


412 




E value 


l.Oe-40 




Match length 


79 




% identity 


100 




NCBI Description 


{AC000348) 


T7N9.4 [Arabidopsis thaliana] 


Seq. No. 


139158 




Seq. ID 


LIB23-065- 


Q1-E1-E8 


Method 


BLASTX 




NCBI GI 


g3927836 




BLAST score 


270 




E value 


5.0e-24 




Match length 


74 




% identity 


66 




NCBI Description 


(AC005727) 


unknown protein [Arabidopsis thaliana] 



16804 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139159 

LIB23-065-Q1-E1-E9 

BLASTX 

g619747 

360 

2.0e-34 

70 

100 

(U18968) phosphoribosylanthranilate isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139160 

LIB23-065-Q1-E1-F10 

BLASTN 

g4757678 

363 

O.Oe+00 

363 

100 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

139161 

LIB23-065-Q1-E1-F2 

BLASTN 

g4519193 

173 

l.Oe-92 

281 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDCll, complete sequence 

139162 

LIB23-065-Q1-E1-F4 

BLASTN 

g2529657 

39 

l.Oe-12 

103 

84 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139163 

LIB23-065-Q1-E1-F5 

BLASTX 

g3288821 

312 

6.0e-29 

74 

80 

(AF063901) alanine iglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



16805 





1 '^Ql (^A 


Sea. ID 




Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


463 


E valnp 

■1—1 V L.^ 


1 . Oe-46 




93 




1 nn 

X\J\J 


NCBI De<?rT*i ni" 1 nn 


vriuuxu^j/; jAiN/i iifci J. xt-doc i^fiZTajDiQopsis Lnaxianaj 


C • I>f \^ • 


X J -7 ± Od 


Sea ID 


T.TR^^'^-nfiS-OI -Fl -Ffl 

iJXO^<^ \J\JU \iX EjX £0 


Method 


BLASTX 


NCBI GI 


a2829899 


BLAST score 


240 


E value 


2.0e-20 


Match length 


70 


% identity 


63 


NCBI Dp nt 1 nn 


{rv^uKj^oxx} oxiuxxcix LL> xxptriixiiy xnouceu. pronexn^ 




yp iiijuuxfi^i? z^oouxo ana uiajorffxatex prouem. 




gp_Ai?xi?Dx xxu/fii?o [iiraDxaopsis Lnaxianaj 


O O • IN Vj • 


xoyxoo 


Seq. ID 


XiXD^, ^ UOJ ^^X HiX oX 


Method 


RTiASTX 


NCBI GI 


a4680192 


BLAST score 


304 


E value 


5.0e-28 




fi7 








^iirxii/iu; nyporneticai protexn [Oryza sativa suDSp. 




xiiuxca J 


O ti • IN \ J • 


xo y X o / 


spa in 


XiXDiiO UDO^X JLX oXU 


Method 




NCBI GI 


a4580365 


BLAST score 


160 


E value 


9.0e-85 






?; "i Hpnt T t V 


Q7 


iNkyjDx uescnption 


Arabidopsis thaliana chromosome I BAC F3F20 genomic 




sequence/' compxeue sequence 




1 Q1 

X J y 1 Do 




XiX JDZ O U OO^X liiX vj^ 


Method 




NCBI GI 


gl346526 


BLAST score 


353 


E value 


9.0e-34 


Match length 


69 


% identity 


96 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 



ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2. 5. 1,6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 



16806 



II 



{L36681) S-adenosylmethionine synthase [Pisum sativum] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139169 

LIB23-065-Q1-E1-G6 

BLASTX 

g2462738 

186 

3.0e-14 

47 

98 

{AC0022 92) similar to "Mx" OTP binding proteins 
[Arabidopsis thaliana] 



Seq. No. 


139170 


Seq. ID 


LIB23-065-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


g633027 


BLAST score 


226 


E value 


l.Oe-124 


Match length 


226 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


139171 


Seq. ID 


LIB23-065-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g4753651 


BLAST score 


429 


E value 


l.Oe-42 


Match length 


81 


% identity 


100 


NCBI Description 


(AL049751) ribosomal 




thaliana] 


Seq. No. 


139172 


Seq. ID 


LIB23-065-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2959767 


BLAST score 


530 


E value 


3.0e-54 


Match length 


121 


% identity 


85 



ribosomal protein L13a like protein [Arabidopsis 



NCBI Description 



(AJ002584) 
(AC005309) 



AtMRP4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter AtMRP4 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139173 

LIB23-065-Q1-E1-H10 

BLASTN 

g2828278 

34 

l.Oe-09 

66 

85 

Arabidopsis thaliana DNA chromosome A, 
{ESSAII project) 



BAC clone T18B16 



16807 



11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139174 

LIB23-065-Q1-E1-H2 

BLASTX 

g2506443 

404 

9.0e-40 

80 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) {EC 1.2,1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139175 

LIB23-065-Q1-E1-H6 

BLASTN 

g4454447 

40 

2.0e-13 

68 

90 

Arabidopsis thaliana chromosome II BAG F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139176 

LIB23-066-Q1-E1-A2 

BLASTX 

g2194125 

230 

4.0e-19 

59 

80 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139177 

LIB23-066-Q1-E1-A6 

BLASTX 

g3142300 

451 

5.0e-45 

125 
69 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb__R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139178 

LIB23-066-Q1-E1-B1 

BLASTX 

g4585977 



16808 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



410 

2.0e-40 

89 

80 

(AC005287) Unknown protein [Arabidopsis thaliana] 
139179 

LIB23-066-Q1-E1-B11 

BLASTX 

gll5783 

328 

l.Oe-30 

80 
78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X039G9) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

139180 

LIB23-066-Q1-E1-B3 

BLASTX 

g4049354 

527 

5.0e-54 

101 

99 

(AL034567) glycine hydroxymethyltransf erase (EC 
2.1,2.1) -like protein [Arabidopsis thaliana] 

139181 

LIB23-066-Q1-E1-C5 

BLASTN 

g2623294 

397 

0. Oe+00 

397 

100 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139182 

LIB23-066-Q1-E1-C8 

BLASTX 

gl24224 

176 

8.0e-13 

41 

80 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

139183 

LIB23-066-Q1-E1-D7 
BLASTX 



16809 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4584527 
208 

l.Oe-16 

108 

42 

(AL049607) 



putative protein [Arabidopsis thaliana] 



139184 

LIB23-066-Q1-E1-E9 

BLASTX 

g399091 

391 

6.0e-38 

101 

78 

PYR0PH0SPHATE-ENERGI2ED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6,1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M818 92) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 

139185 

LIB23-066-Q1-E1-H10 

BLASTN 

g2828278 

230 

l.Oe-126 

322 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 



139186 

LIB23-066-Q1-E1-H11 

BLASTX 

g2894597 

506 

2.0e-51 

119 

85 

{AL021889) bHLH protein 



139187 

LIB23-067-Q1-E1-A7 

BLASTN 

g897676 

118 

3.0e-60 

118 

100 

A. thaliana DNA for 
139188 

LIB23-067-Q1-E1-B1 

BLASTN 

g4757414 



- like [Arabidopsis thaliana] 



40 kDa protein gene 



16810 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 

l.Oe-142 

278 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 



Seq. No. 


139189 


Seq. ID 


LIB23-067-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g3281865 


BLAST score 


o n o 


E value 


4 . Ue-oo 


Match length 


loo 


% identity 


39 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


139190 


Seq. ID 


LIB23-067-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g4337011 


BLAST score 


345 


E value 


5. Oe-38 


Match length 


89 


% identity 


97 


NCBI Description 


(AF119572) zinc-binding peroxisomal integral membrane 




protein [Arabidopsis thaliana] 


Seq. No. 


139191 


Seq. ID 


LIB23-067-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


gl706918 


BLAST score 


251 


E value 


2 . Oe-21 


Match length 


95 


% identity 


DO 


NCBI Description 


FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 




sulfotransf erase-like flavonol [Flaveria bidentis] 


Seq. No. 


139192 


Seq. ID 


LIB23-067-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g4106395 


BLAST score 


329 


E value 


9.0e-31 


Match length 


116 


% identity 


59 


NCBI Description 


(AF073744) raffinose synthase [Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139193 

LIB23-067-Q1-E1-E3 

BLASTN 

g3763944 

237 

l.Oe-131 

306 

99 



16811 



NCBI Description Arabidopsis thaiiana DNA chromosome 4, BAG clone F28A23 
(ESSAII project) 



Seq. No. 


139194 


Seq. ID 


LIB23-067-Q1-E1-E4 




OJ-irio i A 




y 4 4 D / IZO 


isLiAbi score 








iyjaL.cn rengun 




% identity 






v^-iiju joooo y put-dtive prouem [■"•raiDiQopsis rnaxianaj 


O C • LN W • 


J. ^ y J. z? o 


Seq. ID 


LIB23-067-Q1-E1-E7 


Method 


BLASTX 




goo X J / 0 y 






E value 


0 . ue— Do 






% identity 


Q Q 

0 y 


NCBI Description 


{AF080118) Similar to uridine diphosphate glucose 




epimerase, roMiz.iu LAraDiaopsis tnaiianaj 


Seq. No. 


139196 


Seq. ID 


LIB23-067-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g3875004 


BLAST score 


276 


E value 


2.0e-24 


Match length 


85 


% identity 


35 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z81484) similar to multidrug resistance protein 
(p-glycoprotein) (2 domains); cDNA EST yk303b9.5 comes from 
this gene; cDNA EST yk303b9.3 comes from this gene 
[Caenorhabditis elegans] >gi_3879215_emb__CAB07855_ (Z93782) 
similar to multidrug resistance protein (p-glycoprotein) (2 
domains); cDNA EST ylc303b9.5 comes from this gene; cDNA EST 
yk:303b9.3 comes from this gene [Caenorhabditis elegans] 

139197 

LIB23-067-Q1-E1-F7 

BLASTN 

g3510347 

213 

l.Oe-116 

445 

100 

Arabidopsis thaiiana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



139198 

LIB23-067-Q1-E1-G6 

BLASTN 

g2760172 

438 

O.Oe+00 



16812 






4 A R 
^ ft O 


% identity 


xu u 


NCBI Description 


Arabidopsis thaliana genomic DNA, chrornosome 5, PI clone; 




MUB3^ complete sequence [Arabidopsxs thaliana] 


Seq. No. 






xiXDZo uo / (^x xiiX rix 








y fi o 0 0 0 o*± 


BLAST score 


230 


E value 


3.0e-19 


LYiaucn xenyT^n 


1 n 1 
xu X 


% identity 


ou 


NLBi uescriprion 


(AC006528) putative disease resistance protein RPPl, 3' 




partial [Arabidopsis thaliana] 


Seq, No. 




oeq, xu 


LiXDii O U Do yX HjX 


lYie uiiou. 


■RT aQTM 


iN^DX oX 


y X i?z o 


BLAST score 


103 


E value 


4.0e-51 


Match length 


1 c; 1 
XOX 


-6 laentity 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MSG15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139201 


beq. ID 


T TT300 n^TO /^i tni T31 

XiXrszo-U bo— yx-bl— i3X 


Method 


oXiilO i A 


NL-OX oX 


g4 OXUO / J 


BLAST score 


235 


E value 


8.0e-20 


Match lenqth 


du 


% identity 


DO 


NCBI Description 


(AC007017) putative harpin-induced protein [Arabidopsis 




thaliana] 


beq. No* 


T "3 ri o n o 


beq. xu 


XjXoZ J — U DO— yx— iijX— Co 


+• 

ixie unoa 


■RT aCTV 


NCBI GI 


g2880051 


BLAST score 


385 


E value 


J . ue-o / 


Ma t cn 1 engt n 


luy 


% identity 


72 


NCBI Description 


(AC002340) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


139203 


beq. xu 


LlbZ j-u bo-yi-Ei-Dy 


Method 


nXiAb i A 


IN O X \JJ. 


n79 AAl fifi 

y^^'i'i / OD 


BLAST score 


605 


E value 


4.0e-63 


Match length 


116 


% identity 


98 


NCBI Description 


(Z97335) glucosyltransf erase [Arabidopsis thaliana] 



16813 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139204 

LIB23-068-Q1-E1-E12 

BLASTN 

g2924733 

240 

l.Oe-132 

400 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139205 

LIB23-068-Q1-E1-E8 

BLASTN 

g3510343 

229 

l.Oe-126 

404 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139206 

LIB23-068-Q1-E1-F6 

BLASTN 

g3702722 

298 

l.Oe-167 

301 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K12B20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139207 


Seq. ID 


LIB23-068-Q1-E1-G2 


Method 


BLASTX 


NCBI GI 


g4191777 


BLAST score 


392 


E value 


2.0e-38 


Match length 


80 


% identity 


90 


NCBI Description 


(AC005917) putative casein kinase 


Seq. No. 


139208 


Seq. ID 


LIB23-068-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g2264304 


BLAST score 


320 


E value 


l.Oe-180 


Match length 


414 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



I [Arabidopsis thaliana 



PI clone: 



MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



139209 

LIB23-069-Q1-E1-A9 



16814 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3158376 

586 

7.0e-61 

113 

97 

(AF035385) 



unknown [Arabidopsis thaliana] 



139210 

LIB23-069-Q1-E1-B7 

BLASTX 

g3256035 

210 

l.Oe-16 

72 

56 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139211 

LIB23-069-Q1-E1-B8 

BLASTN 

g4585952 

178 

2.0e-95 

421 

100 

Genomic sequence for Arabidopsis thaliana BAG E26F24, 
complete sequence 



Seq. No. 


139212 


Seq. ID 


LIB23-069-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


512 


E value 


3.0e-52 


Match length 


111 


% identity 


91 


NCBI Description 


(Z97178) elongation factor 2 


Seq. No. 


139213 


Seq. ID 


LIB23-069-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


g4159707 


BLAST score 


230 


E value 


l.Oe-126 


Match length 


442 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic 




MJK13, complete sequence 


Seq. No. 


139214 


Seq. ID 


LIB23-069-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


g3869068 


BLAST score 


141 


E value 


2,0e-73 



[Beta vulgaris] 



chromosome 3, PI clone: 



16815 





291 




97 


KFPRT n<= «!PT "1 nl" "i on 


£^1, O-XJ X.\A.\J ^ O Jl O UiidXXdlid ^diV^iLLX^ L-/LNr^/ V_«iiX WiUV^O V^iLLC •J f IT X ^XWiiC* 






iJ C • IN V-> * 


±o XJ 


Sea ID 


LIB23-069-O1-E1-E5 




BLASTN 


NCBI GI 


g457397 


BLAST score 


264 




1 . Oe-147 


I id L. oil L.ii 


^ O 1 




1 on 

X u u 


NPRT n*=kc:r''r "1 "ni" T on 

1>1<^DX iJC O J_ X^ L. X^il 


/^x dJjxv-i\j^ox o Liidxx diict iLUAiMra xwx i*irii: i^xiidoc/ ovJiupxcL-c; 


cioo Wo 


X J -7i. X U 


Seq. ID 


LIB23-069-O1-E1-F7 


Method 


BLASTN 


NCBI GI 


a2160155 


BLAST score 


142 


E value 


5.0e-74 


M^^'l~oVi 1 ^nrfhVi 

iidUL^ii XCii^L^ii 


360 


^ XU.CiiLXL.y 


1 no 

X u u 


inucx uescxxp L.xon 


oecjuence ox idI\k^ rzxixixz xrom iirdOxaopsxs tnaxxand cnxrouiosome 




1 oonrml o'h ^ c^rrnfin rAT~aHi doo<5 1 q t*ha1 i^in^^l 

X/ OVJiLL^XCL.C OCv^LIdiOC |_riX dJi^X^l^^O X O L.iidXXdiidJ 






OttV^ • X iJ 


XjXJD^^ U U 17 ^X JCiX r ^ 


Mp'tliod 


BLASTX 


NCBI GI 


g3036807 


BLAST score 


630 


VClXLLV? 




IMdUOli XciliJ L, 11 


xou 


^ xQenT^xty 


Q1 

-7X 


iN^^ijX JJCo i^X X^ UXLJll 


VriXiUZZO/O; pUCdC-X VtS pXUt.t5Xil J_/iX diJXLlOpoXS XridXXdila.J 




X,ji7Z XO 


• XL/ 


XjXXJ^sJ WU^ ^X i-iX 


Mp^i" lind 


BLASTN 


NCBI GI 


a3980374 


BLAST score 


336 


E value 


O.Oe+00 


lidUV^ii X^ilV^ L.ii 




^ "i Hon"i~n ■i~\7 
^ XUtJilL-XL-y 


-7-7 


lnu-dx uescrxpuxon 


Arabidopsis thaliana chromosome II BAC F16P2 genomxc 




occjuencef coiupxeL-e secjuence LH.xdJuxu.opsxs tnaxxanaj 




X J_7Z X_7 


O • X u 


XjXO^O U \J I? \^X HjX V7-7 


I MC IfiiUv^ 


ijXLn.tj X IN 


lnv^ijx vjx 


y*±xxoo / u 


BLAST score 


354 


E value 


O.Oe+00 


Match length 


372 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F27D4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



16816 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139220 

LIB23-070-Q1-E1-B1 

BLASTN 

g2827644 

158 

l.Oe-83 

317 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F18F4 



139221 

LIB23-070-Q1-E1-B11 

BLASTX 

g4538967 

148 

2.0e-09 

62 

60 

(AL049488) major intrinsic protein (MlP)-like [Arabidopsis 
thaliana] 

139222 

LIB23-070-Q1-E1-C5 
BLASTN ■ 
g3688169 
371 

0. Oe+00 

371 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F26P21 
(ESSAII project) 

139223 

LIB23-070-Q1-E1-C8 

BLASTN 

g4510338 

358 

0. Oe+00 

358 

100 

Arabidopsis thaliana chromosome II BAG F2H17 genomic 
sequence, complete sequence 

139224 

LIB23-070-Q1-E1-D4 

BLASTX 

g3746059 

483 

l.Oe-48 

130 

65 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ {AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



16817 



becj. iNO . 








T TRO"^— (17(1— nl — F1 - 

XiXO^O U / U ^X IiiX 


Lf f 


Lie LiUJ^J. 


OXiraO ± m 




NCBI GI 


gl669656 




BLAST score 


389 












JO 




% identity 


xUU 






rl. LliclXXcllla. wrjlxO 


XXJ\.C yciic 


oeq. INO. 


X j^ZZd 




OCC^. xu 


XjXJjZO U/U yX HjX 




IMC 






NCBI GI 


all5804 




BLAST score 


198 




E value 


l.Oe-15 




Match length 


37 




% identity 


100 




NCBI Description 


CHLOROPHYLL A-B 


BINDING PROTEIN 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LHCII TYPE I PRECURSOR 

(C7VB-25) (LHCP) >gi_72730_pir CDPJ25 chlorophyll 

a/b-binding protein 25 precursor - petunia 
>gi_20483_einb_CAA26211_ (X02358) cab 25 precursor 
polypeptide (aa -33 to 233) [Petunia sp.] 

139227 

LIB23-070-Q1-E1-F10 

BLASTN 

g41597Q2 

249 

l.Oe-138 

359 

100 

Arabidopsis thaliana genomic 
K2N11, complete sequence 



DNA, chromosome 5, TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139228 

LIB23-070-Q1-E1-F12 

BLASTX 

g3249064 

576 

l.Oe-59 

126 
89 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A, thaliana chromosome 
contig gb_Z97344. [Arabidopsis thaliana] 

139229 

LIB23-070-Q1-E1-H9 

BLASTN 

g4038029 

60 

5.0e-25 

218 

90 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16818 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139230 

LIB23-071-Q1-E1-A1 

BLASTN 

g4567259 

202 

l.Oe-110 

334 

100 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139231 

LIB23-071-Q1-E1-A3 

BLASTN 

g2288979 

302 

l.Oe-169 

306 

100 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139232 

LIB23-071-Q1-E1-B2 

BLASTX 

gl36636 

380 

l.Oe-36 

69 

100 

UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_10 7 64 2 4_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C. 6. 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

139233 

LIB23-071-Q1-E1-D2 

BLASTN 

g2828186 

264 

l.Oe-147 

264 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18I23, complete sequence [Arabidopsis thaliana] 

139234 

LIB23-071-Q1-E1-F2 

BLASTX 

g2146745 , 

376 



16819 



E value 


3.0e-36 


Match length 


90 




O X 


lnujdi uescnpcion 


protein kinase (EC 2.7.1.—) — Arabidopsis thaliana 




>gi d4^XoZ odj bAAUozxo tL)4oJ34j protsm Kinase 




[Arabidopsis thaliana] 


beq. JMo. 


1 jyzoo 




XiXJjZO U / X *^X ILX r U 


IMC LiUJtJ. 


RT a^lTY 


NCBI GI 


g4539009 


BLAST score 


654 


III va.±u.e 


0 . ue—oy 




xzu 


■6 iQeriLiTiy 


xuu 




\£\ij\j^z?%o 1 ) puLciLxvt; pxoTi.Gxii L"-"- o--Oxu.opoXb cxiaxxanaj 


beq. JNO . 


xoyz Jo 


O C • ±U 


T TR^*^ — 071 — m — Fl —HQ 
XjXJjZ J u / X^X HiX Xl-/ 




OXltiO 1 a. 


1.N ^ 13 -L OX 








E value 


l.Oe-21 


Match length 


98 


% identity 




NCBI Description 


(ACUUoz/o) Strong similarity to TUoIlo. / gi zz/ozul unknown 




protein from Arabidopsis thaliana BAC gb AC002337. EST 




gb Z17450 comes from this gene. [Arabidopsis thaliana] 


Seq. No. 


1 o ri o o ^ 


beq. xU 


lilBzo-U /z— Ul-bl-All 


rue ufiou. 


RT aQT^M 


NCBI GI 


gll67960 


BLAST score 


42 


E value 


o . ue-14 


Match length 




% identity 




imudi jjescriptzion 


Arabidopsis thaliana extensin (atExtl) gene/ complete cds 


beq. iNo. 


uyz Jo 


oeq. XU 


T TR9'3 — n70_m 0 
XiXdzJ— U / Z— y 1 — CjX— Alz 




RT aQTM 


i.Nv--DX oX 


g^ 0 uz 


BLAST score 


360 


E value 


O.Oe+00 


Match length 


JbU 


% identity 


lUU 


NLBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F7L13 




(liibbA project) 


beq. NO, 


ijyzoy 


O CLj^ . X U 


T TR9'^— 079— nl — F1 — aQ 
XjXOi^O U / Z. \/X HjX -ri_? 


Method 


BLASTN 


NCBI GI 


g4589415 


BLAST score 


161 


E value 


3.0e-85 


Match length 


353 



16820 



% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K14A3, complete sequence 



Seq. No. 


139240 


Corr in 




LYlc UIIOU. 


■RT Z\QTM 




rrT Q'^l ^^^^ 


BLAST "^corp 


274 


E value 


L • ue xoo 




J Ox 




1 on 

X \J u 


NPRT Dp '^r'Ti rit "i nti 


.n.X CLU XUV_/^ O X O UJ.XCLJ LClli.d 


Seq. No. 


139241 


Cprr TD 


T.TR9^-n7 9-01 -Fl -"R4 

XjXO^O U / Z. \i±- HiX £51 


ric LIIOU. 


OJLiriO i IN 




yxDOuO / 




9nQ 
Z U ^ 


E value 


1 * ue— 1 14 


Match length 


O '3 "3 
z J J 


& T ^ 1^ ^ n ^ T T 

? laenuity 


y / 


riK^ox iJcscrxption 


AraDiaopsis tnaiiana 


Seq. No. 


139242 


Seq. ID 


LIB23-072-Q1-E1-B7 


Method 


"DT 7\ CniVT 

bliAb IN 


111/"' "O T r^T 

NCBI GI 


g4DlOo3o 


BLAST score 


/ICO 


E value 


u . Ue+Uu 


Match length 


4 


-5 Identity 


1L)U 


iNL.J3± jjescr xp tion 


Arabidopsis thaliana 






Seq. No. 


139243 


Seq. ID 


LIB23-072-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g3851711 


BLAST score 


261 


E value 


l.Oe-22 


Match length 


139 


% identity 


42 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF102265) 
sapiens] 



N-acetylglucosamine-phosphate mutase [Homo 



139244 

LIB23-072-Q1-E1-D12 

BLASTX 

g3540196 

307 

3,0e-28 

103 

61 

{AC004260) Putative amp-binding protein [Arabidopsis 
thaliana] 



16821 



Seq. No. 


1 Q QO A ^ 

ioyz4o 




T TR9 "5 — m 9— m —Pi — FiA 
IjIJdZO U /Z iijl iJfl 


Method. 




NCBI GI 


gl209241 


BLAST score 


400 


E value 


u . ue+uu 


iyia.Ticn xengiin 


AO A 
*i Z ft 


% identity 




NCBI Description 


iiraDiQopsis T_nanana nie tail 01,111 uiiciii iui\iNrt. oc^utsxiue 


Seq. No. 


loyz4b 


Jbeq. lu 


T 7^9"^— 079— ni —Pi — 


Method 


•nj 7\ QfTM 
DliAoilM 




1 Q1 7 7 1 

g4 ly 1 / / 1 


BLAST score 


449 


E value 


0,0e+00 


Match length 


4 4 y 


% identity 


luU 


NCBI Description 


Arabidopsis thaliana chroiuosoiue II BAC F3P11 genortiic 




sequence, coiaplete sequence [Arabidopsis thaliana] 


Seq, No. 


139247 


beq. ID 


Lli3zo-U /z-yi-lijl-h / 


Method 


oliAb -La 


NCBI GI 


g4049353 


BLAST score 


502 


E value 


0 . ue— 01 


Match length 


14z 


% identity 


oU 


NCBI Description 


1ALUJ40D/J puramve proizein [AraDiuopsis rnaiianaj 


Seq. No. 




beq. lu 


T Trio's mo f\^ tpi t?q 


Method 


BLASTX 


NCBI GI 


g2499D0D 


BLAST score 


44i 


E value 


5.0e-44 


Match length 


103 


% identity 


0,3 


NCBI Description 


Ml i(J(arjlN-AUilv/\iJi,L) rKUlhjllN KlNAohj nUJXlULiUta z ^iXlAr JxliMiii 




(ATMPK2) >gi o332ol ODj BAAuioob (014/14) ATMFKz 




[Arabidopsis thaliana] 


Seq. No. 


139249 


beq. lu 


lilrszo— U / z— yi— C4I — r 0 


Method 


bliAo 1 A 


NCBI GI 


g2245066 


BLAST score 


789 


E value 


1 . ue-o4 


Match length 


14d 


% identity 


100 


LN^^Dl Uco d ip LlUIl 


^7C17'^A9^ Ro-h a — 2iTn\7l aQO rayaKH Hnk-nQ-i c; -Hhal i anal 


Seq. No. 


139250 


Seq. ID 


LIB23-072-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


g4335744 



2) 



16822 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 

7.0e-67 

253 

94 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139251 

LIB23-072-Q1-E1-H12 

BLASTN 

g4757410 

367 

0. Oe+00 

388 

98 

Arabidopsis thaliana genomic DNA, 
MVEll, complete sequence 



chromosome 3, PI clone: 



139252 

LIB23-072-Q1-E1-H8 

BLASTX 

g4006934 

265 

2.0e-23 

66 

76 

{AJ012571) glutathione transferase 



[Arabidopsis thaliana] 



139253 

LIB23-073-Q1-E1-A10 

BLASTX 

g2129550 

391 

6.0e-38 

122 

63 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi__836944 {U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ {AL035394) calcium- dependent 
protein kinase {CDPK6) [Arabidopsis thaliana] 

139254 

LIB23-073-Q1-E1-B8 

BLASTN 

g3241939 

299 

l.Oe-168 

299 

100 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 



139255 



16823 






Xixo^o yj /o ^x iLX wxvj 




RT.A^TN 




ndlfi^l 90 
y'i xo-JxZiVj 


BLAST score 


365 


E value 


O.Oe+00 


lYio. ucn ±eny tn 




■6 iQermiuy 


QP 


NCBI Description 


Arabidopsis thaliana chroiuosoine 1 BAC F5F19 sequence. 




CUIUpXcLc ocqucIlC-c Li^x d.JJXU.OpoXo Uild.XXa.Ila. J 


beq, No. 


Xoy^OD 




XjXD^O U /O yX ILX L/O 






NCBI GI 


g2708752 


BLAST score 


386 


Hi VciXLlc 


X . Uti O / 


iyiaL.cn xeng en 




% identity 




INoDX L/ooUx X^ LXvJil 


\r\.\^\JyJ0 2/D^ } pUL.a.t.XVo nXoUXClXrie K-XIlcioe [riX aJJXU.upbXo L.Ila.XXa.Ila. J 


beq. No. 




beq» xjj 


XiXtiZo^U / J— yx— rjX"*UXU 


LMC LliwU. 


OXiriO 1 A 


vrr'TJ T r*T 
LNU-JdX oX 


gxx / ZD y y 


DLiAoi score 




E value 


o . ue-by 


Match length 


127 


% identity 


99 


NCBI Description 


FKUltiAbUlXlb uUIXlrUlNlijrJ i CO (MUXii Xv^iiiAXi i i Xv^ blsiUUrilir i XUAblli 




COMPLEX SUBUNIT Co) (TAS-Fzz/ FAFPyo ) 




>gx Duuoo / eitiD CAA4//bo (Xo/ooo) proteosome suJounxt 




[Arabidopsis thaliana] 


beq. NO. 


Xoyzoo 


Qo.rr TTl 

oeq. XJJ 


XiXdZO U / O yX ILX UZ 




oXltiO 1 A 


LN^DX ox 


rr49 1 QP Q 


DXii-iO 1 oV-*UXC 


z ^ o 


E value 


l.Oe-20 


Match length 


92 


^ xaennxTiy 


oz 


jnl-jdx uescrxpLion 


serpxn — oarxey >gx xyu/x enuo L/iA/oozz (ZiXoxxo; prorexn zx 




{.noraeum vuxgarej >qx 444 / /o prx xyuozXoA prorexn zx 




[noxdeuin vuxyaxej 


beq. No. 


1 o n o c n 

loyzoy 


beq. xu 


T T'DO'S O T "3 ^1 t?1 F\0 

XiXBzo-U / J— yX— hiX-Do 


Method 


BLAbxA 


NCBI GI 


g2244859 


BLAST score 


417 


E value 


o . ue— 4X 


"f" ^ Vi 1 i^'n/^+~r~i 
IMcLUC'll X^ligL-li 


1 HQ 
XU ^ 


% identity 


79 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


139260 


Seq. ID 


LIB23-073-Q1-E1-D9 



16824 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



F8B4 



BLASTN 
g4049332 
147 

3.0e-77 
155 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

139261 

LIB23-073-Q1-E1-E11 

BLASTX 

g3746071 

610 

l.Oe-63 

120 

100 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 
Method 
NCBI GI 



139262 

LIB23-073-Q1-E1-E12 

BLASTN 

g2351069 

255 

l.Oe-141 

372 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

139263 

LIB23-073-Q1-E1-E4 

BLASTN 

g4218109 

161 

2.0e-85 

304 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16A16 
(ESSAII project) 

139264 

LIB23-073-Q1-E1-E5 

BLASTX 

g4587550 

287 

6.0e-26 

100 

54 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 

139265 

LIB23-073-Q1-E1-E7 

BLASTX 

g3024526 



16825 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

2.0e-38 

78 
100 

RAS-RELATED PROTEIN RABll >gi_2118459_pir S59942 small 

GTP-binding protein Rabll - Arabidopsis thaliana >gi_451860 
(L18883) small GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139266 

LIB23-Q73-Q1-E1-E9 

BLASTX 

gl922937 

669 

l.Oe-70 

129 

99 

(AC000106) Similar to Glycine SRC2 (gb_AB000130) . ESTs 
gb_H76869,gb_T21700,gb_ATTS5089 come from this gene. 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139267 

LIB23-073-Q1-E1-F7 

BLASTN 

g3128136 

192 

1.0e-lG4 

373 

98 

Arabidopsis thaliana genomic DNA^ chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq, No. 


139268 


Seq. ID 


LIB23-073-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g3043432 


BLAST score 


149 


E value 


6.0e-10 


Match length 


34 


% identity 


82 


NCBI Description 


(AJ005348) Ubiquitin 


Seq. No, 


139269 


Seq. ID 


LIB23-073-Q1-E1-H1 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


340 


E value 


O.Oe+00 


Match length 


374 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


139270 


Seq. ID 


LIB23-073-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


g4467131 


BLAST score 


389 



F9D16 



16826 



E value 


O.Oe+00 


LiCL U^li L-il 


J O J 




1 nn 

X u u 




21 T~aV^n /Hor^Q "FT^aliaTsa PlTCIZX r^ln r*OTno^oTn& A RZif^ "1 T**^ HMl 

f^X aJUX^^Uk^O XO tliClXXClliCl L/Vi£^ \_>iiX f ILLfOvJ ILIC *± / J^jTlV./ OX^^llC C^KjlrlJ.^ 






O e q . IN O . 


X O / X 




T.TR9^-n7d-ni -F1 -A4 

XiXJDZ.^ U / *± \£X HjX ri.'i 




DXxri.0 i 


NCBI GI 


gl402912 


BLAST score 


147 


Ht VaXlIG 


D ♦ Uc XU 


LYia.T-.cn xengT-.n 


Z o 


9- "1 ^rn "i T T 

^ luenuiuy 


1 nn 




^z\_/oox / y ^c:;x vjj^jLmci o c ^jtixcij^xuw^oxo i^iicix-Lctiict. j 


O ^ \T ^ 

beq. iNo* 




ocCJ ■ XU 








NCBI GI 


g2828267 


BLAST score 


432 


E V3.1u.e 




ndL v^li Xtril^ Lil 


1 rift 

X U O 


■5 icienLii.y 


0 X 


INOOX L>C OOX X^ LXs^ll 


^i.xriui*i/ y cx cLii_y xy cx dixy X xck^Lioucioc {_ri.x. cLUxtwL^j^o X o uixa-i — lcixxcij 


Seq* No. 


T o n O T o 


beq* ijj 


lixxizo u /4— yi— iLx— 


iYieTznoQ. 


I3J_iiib i A 


INUDX oX 


y j^OOX^O 


BLAST score 


542 


E value 


l.Oe-55 


iyiatcn ±engL.n. 


X JU 


% identity 




NCBI Description 


(AF097648) phosphate/triose— phosphate translocator 




^X^tfLLXOt^X Lf^X ClJJXLt.VJ^O X O tiiCtX XcLlid J 


beq. JNo. 




beq. xjj 


JjXiSZj U / fl yX HiX L/O 




DT a CITY 


NCBI GI 


g4220481 


BLAST score 


162 


ill va.xue 


ft • Ue XX 


ixiat.cn xeny tn 


79 


% identity 


4 / 


Ln^JDX L^C O ^X X^ L. Xt^ii 


^Ar^nnfiDfiQ^ nn Vn own ■OT'O't" oin rAt^aVsn Hot^ c! 't'Hj^l n j^nj^l 
\jri\^\j \j \j J / Liii JS.ii<h^wii ^xwucxil |_raX dJh^XUU^o X o L.iiCtX-L diid J 


beq. NO. 


T O ft O T C 


beq. ID 


T TTiO '^ — Hl A — nl — TT" 1 — T 1 H 

jjirszo u /4 yi ill HjXU 


iYiet.no a 


■DT a CT'V 


NCBI GI 


g3123908 


oXtrib 1 score 


zu u 


E value 


8.0e-16 


Ma ten lengtn 


c o 


% identity 


63 


NCBI Description 


(AF038392) pre-mRNA splicing factor [Homo sapiens] 




16827 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139276 

LIB23-074-Q1-E1-E2 

BLASTX 

g3879145 

179 

5,0e-13 

123 

33 

(Z93386) predicted using Genefinder; Similarity to Human 
placenta (DIFF33) protein (TR:Q13530); cDNA EST ykl98all.5 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139277 

LIB23-074-Q1-E1-E5 

BLASTN 

g3869075 

346 

0. Oe+00 

385 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139278 

LIB23-074-Q1-E1-G8 

BLASTX 

g3688799 

612 

7.0e-64 

123 

99 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139279 

LIB23-074-Q1-E1-H5 

BLASTX 

gll5783 

590 

3.0e-61 

112 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi__1637 6_emb_CAA27543__ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139280 

LIB23-075-Q1-E1-B9 

BLASTX 

g2244765 

549 

l.Oe-56 

110 
54 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



16828 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139281 

LIB23-075-Q1-E1-C11 

BLASTN 

g3176693 

74 

6.0e-34 

134 

89 

Arabidopsis thaliana chromosome I BAG T27I1 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



oeq. !No • 




beq. lu 


LiLiD^j KJ / D \l± iLtJ. 


Method 


Til Ti CT'M 




g X X ^ 


BLAST score 


51 


E value 


6.0e-20 


Match length 


195 


% identity 


91 


NCBI Description 


Arabidopsis thaliana thioglucosidase 


Seq. No. 


139283 


Seq. ID 


LIB23-075-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g3242708 


BLAST score 


292 


E value 


2.0e-26 


Match length 


103 


% identity 


55 


NCBI Description 


(AC003040) putative serine/threonine 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



139284 

LIB23-075-Q1-E1-H11 

BLASTN 

g3128136 

78 

2.0e-36 

110 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

139285 

LIB24-001-Q1-E1-B2 

BLASTX 

g4263777 

307 

3.0e-28 

89 

69 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD21479, 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

139286 

LIB24-001-Q1-E1-B4 



16829 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2499609 

468 

6.0e-47 

91 

99 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 5 (MAP KINASE 5) 

(ATMPK5) >gi_629546_pir S40471 mitogen-activated protein 

kinase 5 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457402_dbj_BAA04868_ (D21841) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139287 

LIB24-001-Q1-E1-B5 

BLASTX 

gl351184 

311 

l.Oe-28 

94 

56 

TYROSYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 

(TYROSINE— TRNA LIGASE) (TYRRS) >gi__2133198_pir S59733 

tyrosine — tRNA ligase (EC 6.1.1.1), mitochondrial - yeast 
(Saccharomyces cerevisiae) >gi_825503 (L42333) tyrosyl-tRNA 
synthetase [Saccharomyces cerevisiae] >gi_1151229 (U43281) 
Lpgllp [Saccharomyces cerevisiae] 

139288 

LIB24-001-Q1-E1-B9 

BLASTN 

g2828184 

297 

l.Oe-166 

390 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9/ complete sequence [Arabidopsis thaliana] 



Seq. No. 


139289 


Seq, ID 


LIB24-001-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


550 


E value 


l.Oe-56 


Match length 


110 


% identity 


100 


NCBI Description 


(AC000104) F19P19.13 


Seq. No. 


139290 


Seq. ID 


LIB24-001-Q1-E1-D6 


Method 


BLASTN 


NCBI GI 


g2062153 


BLAST score 


402 


E value 


O.Oe+00 


Match length 


402 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



16830 



sequence, complete sequence [Arabidopsis thaliana] 



Q £i KI 

oeq • LNu • 


J. J -7^ -7 J- 


Seq. ID 


LIB24-001~Q1-E1-E5 


Method 


BLASTX 










"C TT T 1 T ^ 

Hj vaxue 




riaucn ±engLn 


1 nn 


^ iQenizity 


4 1 
^ J. 


iNUiii uesciipuion 




oeq. iNo» 




Seq. ID 


LIB24-001-Q1-E1-F12 


Method 


BLASTX 


IN o J. yj± 




"DT ZiGT" c r^r^y^e^ 
JD1j/\o i SCOxS 


0 J 


E value 


X . ue^ J 






% identity 




jnl.Jdi uescnption 


I/UjUjOO^O; nypotnc uxcax pxut-trxii 


o c: ^ • j.^ vj • 






T 7^94 — 001 — m — F1 — F'R 
XiXD^^ uux vX HiX r 0 


Method 


BLASTN 


NCBI GI 


g2262155 


DLi/ioi scoire 




E value 


u • ue+uu 


Match length 




% identity 


xuu 


NCBI Description 


DNA sequence of Arabidopsis thai 




chromes oiTie IV, complete sequence 


O t5 q . LN U * 


1 ^Q?Q4 

X J -7^ -71 


Seq. ID 


LIB24-001-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


gl37465 


BLAST score 


150 


E value 


7.0e-18 


Match length 


70 


% identity 


76 



BAC F5J6 from 



NCBI Description 



VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir ^A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139295 

LIB24-001-Q1-E1-H12 

BLASTN 

g3985958 

215 

l.Oe-117 

317 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



16831 



11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139296 

LIB24-002-Q1-E1-A9 

BLASTX 

g3913379 

518 

l.Oe-66 

126 

99 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi_1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match^length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139297 

LIB24-002-Q1-E1-B9 

BLASTX 

g2851508 

166 

4.0e-12 

33 

94 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 {AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 {AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

139298 

LIB24-002-Q1-E1-D1 

BLASTN 

g2351062 

144 

3.0e-75 

272 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139299 

LIB24-002-Q1-E1-D3 

BLASTX 

g2648032 

468 

5.0e-47 

113 

81 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139300 

LIB24-002-Q1-E1-D8 

BLASTN 

g4757388 

279 

l,0e-155 

411 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 



16832 



F15L12, complete sequence 





o t; • iNU • 


± J -J^J J- 










Method 


BLASTN 




NCBI GI 


g4193383 


















oo ^ 






67 






^"11. Cl.JiJXU.kJ^OXo L.iiCtXXClilCl. X XU^O kJlLldX ^X^L-CXii / ^ 










9*=»rr Kin 


139302 






XjXO^I ULr^ £jX Hi^ 




Method 


BLASTN 




NCBI GI 


g2337888 




aLicLO J. bt^UXti 


^ U .J 






X • U C X '1 / 




Match length 


Z / O 






-? ^ 




NCBI Description 


benoimc sequence ror iiraDiaopsis unaxiana is/iu rx^uxo/ 






conipxeLe sequence L-^^^oiQopsis maxianaj 




oeq • LNO . 


X o ^ouo 




Seq. ID 


LIB24-002-Q1-E1-E7 




Method 


BLASTX 




NCBI bl 


g^zUoiyo 




rSitAoi score 


Ron 




E value 


4 . Ue— DO 




ft/To "H j^V* 1 ^Ti/T"l~Vi 


D 


y - 


% identity 


1 nn 




NCBI Description 


^iiru/xoz/^ nypotnei-xcaj- procexn L-"-ra.DxaopibXo uiicixxciiici j 






X ^ J <J\J*± 




oeq. xjj 


T TR94 — 009— m —FT —Hi 




Method 


BLASTX 




NCBI GI 


g2136141 




tDLiJAoi score 


ox o 




E value 


z • ue z y 




Match length 


y4 




T ^ T T T 

-6 laennry 


oz 




NCBI Description 


serine c-paimiuoyitransxerase (bO z.o.i.ouj xicoz cnam 






human ( fragment ) 




O O • IM Vj • 


1 ^Q'^OS 
± o y OKJ %j 




Seq. ID 


LIB24-002-Q1-E1-H11 




Method 


BLASTX 




NCBI GI 


g4539423 




BLAST score 


392 




E value 


4.0e-38 




Match length 


82 




% identity 


98 



NCBI Description (AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

Seq. No. 139306 




16833 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-003-Q1-E1-B1 

BLASTX 

g3080434 

178 

4.0e-13 

50 

66 

(AL022605) putative gamma-glutamyltransf erase [Arabidopsis 
thaliana] 

139307 

LIB24-003-Q1-E1-B6 

BLASTX 

g2154715 

145 

2.0e-09 

82 

44 

(Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139308 

LIB24-003-Q1-E1-B7 

BLASTX 

g2136800 

219 

9.0e-18 

83 

54 

polyA binding protein II - bovine >gi_1051125_einb_CAA6200( 
(X89969) polyA binding protein II [Bos taurus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139309 

LIB24-003-Q1-E1-D4 

BLASTN 

g4757396 

207 

l.Oe-113 

249 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K8A10, complete sequence 

139310 

LIB24-003-^Ql-El-D5 

BLASTX 

g4263796 

345 

l.Oe-32 

93 

71 

{AC006068) hypothetical protein [Arabidopsis thaliana] 
139311 

LIB24-003-Q1-E1-D6 

BLASTX 

gl32102 

237 



16834 



E value 
Match length 
% identity 
NCBI Description 



4.0e-20 

45 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701__ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



beq. No. 


1 '3 Q T 1 O 


beq. lu 


T TTiOii— 0 0*5— pii — rri — T?Q 

JjId^ 4 UUO yX Hi! lijO 


Method 


T3T 7\ OTTV 

B liAb 1 A 


NCBI GI 


A n on rt r\ 

gi4 /o /Uu 


o LiAo 1 score 




E value 




Match length 


75 


% identity 


81 


NCBI Description 


^ArU-34jo/j Ac i prouein [AraDiQopsis rnaxianaj 


Seq. No. 




Seq. ID 


LIB24-003-Ql-El-Hy 


Method 


BLASTX 


NCBI GI 


g2494898 


BLAST score 


0 Ti r\ 


E value 


1 . ue— 


Match length 


112 


% identity 


35 


NCBI Description 


PERIODIC TRYPTOPHAN PROTEIN 2 HOMOLOG >gi_1545982 




PWP2H protexn [Homo sapxensj >gx l/J/Uob (UddUoo; 




tryptopfian protexn z [Homo sapxensj >gx x/o/u/z ( 




periodic tryptophan protein 2 [Homo sapiens] 


Seq. No, 


139314 


Seq. ID 


LIB24-004-Q1-E1-A4 


Method 






gfl / z o y ^ U 


BLAST score 


171 


E value 


2.0e-91 


Match length 


231 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome A, BAC clone 




(ESSA project) 


Seq. No. 


139315 


Seq. ID 


LIB24-004-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


g480450 


BLAST score 


391 


E value 


6.0e-38 


Match length 


93 


% identity 


87 



{U53346) 
periodic 
(U56089) 



T1P17 



NCBI Description 



ketol-acid reductoisomerase (EC 1,1.1.86) ■ 
thaliana >gi_402552_emb_CAA49506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



■ Arabidopsis 
ketol-acid 



Seq. No. 



139316 



16835 





LTR?4-n04-Ol -F.1 -Dl 


Mot" 








BLAST score 


268 


E value 


l.Oe-149 




o 






nudi uescripuion 


uoiupxeT-e sequence ox /ira-Diuopoxo rz^iuxo/ ouiupitjuc; * 




r 2\ r* h 1 H oTi QIC; ■i~h3"!'i;^n^1 

|_/^X ClX>' X X O (..llCl X X dXlCL J 


ocCJ . iNO ■ 


X J yO± 1 




T,TR94-nn4-01 -FT -F4 

XlXXJ^ri VJ VJ *dt Sc-*- i-jX Utrl 








rT91 9Q797 


BLAST score 


234 


E value 


9.0e-20 


iYio-ucri xenytii 


ft ft 

0 o 


•6 laeriLiuy 




iN^^oi uescrxp uion 


r\iNjH DirLCixng pxot,6in o t rixdijxu.ui-'oxo uxicixxciiict -^y-i- 




\UrtrtXOrtJ rvLNM. JL/XlXUXliy ^^X^JLcXXJ. L^IX ciW-LvJ.w^o X o UiicLX X CtllCL 


oeCJ, LNO. 


1 "^0*^1 ft 
XO ^OXO 




T TR94-nn4-ni — F1 -F7 


Luc tllUU. 


I3XLn.O 1 A. 




gz XZ ^7 / Z / 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


ft ft 

o 0 






NCBI Description 


KiNA Dinaing prouem of Araoiaopsis unaxxana -^gi 




VUlriXOri/ XXlNri UXlivaXliy ^XtJUfcJXli Li-iX clJJX(J.(J^o X o Uild-LXctiXct 


beq. No, 




osq* LU 


T — 004— 01 — Fl -Fl 1 
Xixoz^ uu^ ^x HjX r XX 


rie unua 


PT a CITY 


NCBI GI 


g2505874 


BLAST score 


265 






riaL.cn lengun 


xzo 


% identity 


/ A 


LNk-'Oj- uescr ipt loii 


\xXZ/ I \J } ^U-UdL-XvC JvXIiCi.O^ LriX ClJiJ J.vJ.U^G X o t^iiCLX XdliCL J 


oeq. iNO. 






T TR94 — 004— nl — Fl — F9 

XiXOZI V U ri ^X IijX TZ 


lYic L.I1UQ 


rjT a CITY 

I^XLTiO X A 


NCBI GI 


g4589488 


BLAST score 


185 


E value 


o . ue X41 


Matcn length 


bo 


-6 Identity 




NCBI Description 


i/vDUzoX4o; JxiAAuyzo prouem [nomo sapiens j 


Seq, No. 


139321 


Seq. ID 


LIB24-004-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g2961371 


BLAST score 


206 



sequence 



16836 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-16 

78 

56 

(AL022141) hypothetical protein 
thaliana] 



( f r a gmen t ) [ Ar ab i dop sis 



139322 

LIB24-004-Q1-E1-G7 

BLASTX 

gl66708 

501 

8.0e-51 

99 

100 

(M64118 ) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

139323 

LIB24-004-Q1-E1-H5 

BLASTX 

g3123264 

212 

3.0e-17 

45 

96 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

139324 

LIB24-005-Q1-E1-A12 

BLASTN 

g2494106 

156 

2.0e-82 

355 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

139325 

LIB24-005-Q1-E1-A3 

BLASTN 

g3869075 

139 

3.0e-72 

341 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXK3, complete sequence [Arabidopsis thaliana] 

139326 

LIB24-005-Q1-E1-A6 

BLASTX 

g3834310 

203 

2.0e-16 
38 



16837 



% identity 

NCBI Description 



100 

{AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



oeq. NO - 


1 J -?Oii. / 


beq, lu 


LilD^ft UUZ> yj, HjI 15/ 




RT.A^TX 




g4i f± D / lO^ 


biiAoi score 


DUO 


Hj vaxue 




jyiatcn lengtn 


IZo 


% identity 


y / 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


beq. iNO. 


lOy 0 


beq. IJJ 


1i1j3Z4— uuo— yi iiii bo 


Method 


TUT a QTM 
DLt/\b 1 IN 




gzozolou 


niiAbi score 




E value 


1 . ue— iiu 


Match length 


ooo 


% identity 


lU u 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MDK4, complete sequence [Arabidopsis thaliana] 


Seq. No. 


loyozy 


Seq. ID 




Method 


rSliAb i A 


NCBI GI 


g4 lyblz 


BLAST score 


/ 


E value 


6 . 0e-z7 


Match length 


1 9 Q 

iz y 


^ identity 




NCBI Description 


crml+ protein - fission yeast {Schizosaccharomyces 


Seq. No. 


uyoou 


beq. lU 


liibZ 4 — UUO~yi lijl UO 


Method 


OT 7\ C"TI"M 
DijAbiN 


jNudI bl 


gfi u uo u uo 


BLAST score 


DO 


E value 


1 . Ue-Zo 


4- y^Vi 1 Vi 

r'la.Lcn jLengT_n 


1 9 t=i 
± ^ o 


% identity 


88 


NCBI Description 


Arabidopsis thaliana receptor-like protein kinase 




gene, complete cds 


Seq. No. 


139331 


Seq. ID 


LIB24-005-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g2392895 


BLAST score 


543 


E value 


5.0e-56 


Match length 


102 



clone : 



(RKLl) 



% identity 

NCBI Description 



100 

(AF017056) 



brassinosteroid insensitive 1 [Arabidopsis 



16838 



# 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139332 

LIB24-005-Q1-E1-G12 

BLASTX 

g4580519 

690 

5.0e-73 

136 

99 

{AF036303) scarecrow-like 



6 [Arabidopsis thaliana] 



139333 

LIB24-005-Q1-E1-H10 

BLASTX 

g4581207 

127 

8.0e-39 

108 
81 

(Y17914) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

139334 

LIB24-005-Q1-E1-H2 

BLASTX 

g4758418 

163 

l.Oe-11 

87 

43 

guanylate binding protein 2, interferon-inducible 
>gi_1169868_sp_P32456_GBP2_HUMAN INTERFERON-INDUCED 
GUANYLATE-BINDING PROTEIN 2 (GUANINE NUCLEOTIDE-BINDING 

PROTEIN 2) >gi_2135319_pir S70524 guanine 

nucleotide-binding protein 2 - human >gi_829177 {M55543) 
guanylate binding protein isoform II [Homo sapiens] 

139335 

LIB24-006-Q1-E1-A1 

BLASTN 

g2618599 

66 

l.Oe-28 

185 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139336 

LIB24-006-Q1-E1-A11 

BLASTN 

g2264314 

159 

4.0e-84 

404 

100 



16839 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139337 

LIB24-006-Q1-E1-A2 

BLASTX 

g282963 

366 

5.0e-35 

74 

82 

transforming protein (myb) homolog (clone myb.Ph2) - garden 
petunia >gi_20561_emb_CAA78387__ {Z13997) protein 2 [Petunia 
X hybrida] 

139338 

LIB24-006-Q1-E1-A6 

BLASTX 

g3075394 

705 

9.0e-75 

135 

100 

{AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

139339 

LIB24-006-Q1-E1-B11 

BLASTN 

g3522932 

210 

l.Oe-114 

389 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139340 

LIB24-006-Q1-E1-B5 

BLASTX 

g2956690 

413 

2.0e-40 

110 

57 

(AJ223306) 
(AF079800) 



PSBY [Arabidopsis thaliana] >gi_3414928 
PsbY precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139341 

LIB24-006-Q1-E1-B8 

BLASTX 

g3776573 

269 

l.Oe-23 

100 

55 



16840 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 

139342 

LIB24-006-Q1-E1-C7 

BLASTX 

g544424 

441 

8.0e-44 

85 
100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 
glycine-rich protein (clone AtGRP7 
>gi__16301_emb_CAA78711_ {Z14 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166B37 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639,l_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



>gi_419755_pir S30147 

- Arabidopsis thaliana 



Seq. No. 


139343 


Seq. ID 


LIB24-006-Q1-E1-D11 


Method 


BLASTN 


NCBI GI 


g4249393 


BLAST score 


260 


E value 


l.Oe-144 


Match length 


384 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T* 




sequence, complete sequence [Arabidopsis 


Seq. No. 


139344 


Seq. ID 


LIB24-006-Q1-E1-D2 


Method 


BLASTN 


NCBI GI 


g4325336 


BLAST score 


400 


E value 


O.Oe+00 


Match length 


408 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F15P23 


Seq. No. 


139345 


Seq. ID 


LIB24-006-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g4539343 


BLAST score 


453 


E value 


3.0e-45 


Match length 


137 


% identity 


74 


NCBI Description 


(AL035539) putative protein [Arabidopsis 


Seq. No. 


139346 


Seq. ID 


LIB24-006-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g2651316 


BLAST score 


473 



16841 



E value 


1 Cic—Al 
X . ue ^ / 


waticn xengtn 




•6 iaent:it:y 


T no 
lUU 




fAPnn9?^fi^ unknown nrntpin FArabidoosis thaliana 


beg. NO. 


lo jfi / 


o€q. ±u 




Method 


Dlifib i A 


NCBI GI 


g4056502 


BLAST score 


442 


E value 


D . ue— 44 


Match length 


y 1 


-6 Identity 


lUU 


NCBI Description 




beg. NO, 


U Oft O 


beg. lu 


T T"DO/I — nn f^— Pil — TTl — "PI 


jxieiinoQ 




NL/Ol 


y DOU / DZJ 


BLAST score 


141 


E value 


2.0e-73 


Match length 


/I m 
4U / 


^ Identity 


Q Q 


NCBI Description 


AraJoidopsis unaiiana r 141-^0 rrom. cnroitiosome 




CJMi/ coiiipiei.e seguence 


Seq, No. 


ioyo4y 


beg. lu 


T nn^^— ni — fi — n 


Method 


biiAbiN 


NLdI bi 


g4 / 0 / vjyz 


BLAST score 


163 


E value 


7.0e-87 


Match lengtn 


iDO 


% identity 


luU 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosoine 3, 




j\i4Ai// coiupiexe seguence 


Seg. No. 


ioyoou 


beg. lu 


lilDZ^ UUO vl ^1 I-jX<C 


Method 


l5Xt/iO ilN 


NUol tal 


g4 30 / X 


BLAST score 


205 


E value 


l.Oe-111 


Match length 


AO A 
4Z4 


% identity 


yy 


NCBI Description 


Hraoiaopsis rnaiiana cnroinosoine i tsiiu rzuuzx gen 




seguerice / coiupxeT^o oegu^^iioc 


Seg. No. 


1 O A O C T 


beg. lu 


T TH'?/! — fin m — ti — t?r 

l>loZ4~UU D yi iIjX iijO 


Method 


T3 T 7\ O rpM 

BLAbiN 


iNUDl la± 




BLAST score 


327 


E value 


O.Oe+00 


Match length 


385 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA^ chromosome 5, 



69 



TAG clone: 



16842 



K6M13, complete sequence [Arabidopsis thaliana] 



O^vJ * INU « 


1 '^91^? 

X ^ ^ .J -.J ^ 


Seq. ID 


LIB24-006 


Method 


BLASTX 




y f± D ±UOri o 


BLAST score 




E value 


z . ue^ / 


LYiaucn i.eny un 




^ laentity 


inn 


NCBI Description 


[ u u 0 y z 1 


Oeq. lNO» 






T,TR?4-006 


Method 


BLASTX 


NCBI GI 


g2275216 


BLAST score 


250 


E value 


2.0e-21 


Match length 


64 


% identity 


75 


NCBI Description 


(AC002337 



-E1-E8 



unknown protein [Arabidopsis thaliana] 



-Ql-El-Fl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytochrome c oxidase Vc subunit isolog 
[Arabidopsis thaliana] 

139354 

LIB24-006-Q1-E1-F10 

BLASTX 

g267077 

709 

3.0e-75 

131 

100 

TUBULIN BETA-5 CHAIN >gi_32018 6_pir JQ1589 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 {M84702) beta-5 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139355 

LIB24-006-Q1-E1-F7 

BLASTN 

g4567237 

206 

l.Oe-112 

354 

100 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

139356 

LIB24-006-Q1-E1-F8 

BLASTX 

gl652745 

262 

8.0e-23 

98 
50 

{D90908) hypothetical protein [Synechocystis sp.] 



Seq. No. 



139357 



16843 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-006-Q1-E1-G1 

BLASTX 

g4531443 

395 

2.0e-38 

117 
72 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
t ha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139358 

LIB24-006-Q1-E1-G10 

BLASTN 

g2760164 

374 

O.Oe+00 

395 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 

139359 

LIB24-006-Q1-E1-G2 

BLASTN 

g4220643 

359 

O.Oe+00 

359 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

139360 

LIB24-006-Q1-E1-G5 

BLASTN 

g4056476 

414 

O.Oe+00 

414 

100 

Arabidopsis thaliana chromosome II BAG F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



139361 

LIB24-006-Q1-E1-G7 

BLASTN 

g2337888 

361 

O.Oe+00 

419 

100 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

139362 

LIB24-006-Q1-E1-H11 
BLASTX 



16844 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
328 

8.0e-31 

65 

100 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139363 

LIB24-006-Q1-E1-H3 

BLASTN 

g3176693 

274 

l.Oe-152 

414 

100 

Arabidopsis thaliana chromosome I BAG T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139364 

LIB24-007-Q1-E1-B3 

BLASTN 

g4678371 

361 

0, Oe+00 

382 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone T6G15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139365 

LIB24-007-Q1-E1-B5 

BLASTN 

g4455262 

84 

5.0e-40 

88 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F17L22 



139366 

LIB24-007-Q1-E1-C3 

BLASTN 

g2760316 

117 

4.0e-59 

358 
98 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

139367 

LIB24-007-Q1-E1-F5 

BLASTX 

g99660 



16845 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



369 

l.Oe-35 

91 

78 

S-locus-specif ic glycoprotein SLRl precursor - Arabidopsis 
thaliana >gi_246209_bbs_84925 (S84921) S-locus related 
protein SLRl homolog=AtSl [Arabidopsis thaliana. Peptide, 
439 aa] [Arabidopsis thaliana] 



beg. wo. 




beg. Lu 




Method 




NCBI GI 


g4o / l^ov 




it. / -J 


E value 


2.0e-24 


Match length 


103 


% identity 


57 


NCBI Description 


(AC006260) hypothetical protein 


Seg. No. 


139369 


Seg. ID 


LIB24-007-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g4454447 


BLAST score 


100 


E value 


7.0e-49 


Match length 


415 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 



seguence, complete seguence [Arabidopsis thaliana] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139370 

LIB24-007-Q1-E1-G5 

BLASTN 

g3461810 

110 

5.0e-55 

274 

99 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
seguence, complete seguence [Arabidopsis thaliana] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139371 

LIB24-008-Q1-E1-C3 

BLASTX 

g3551954 

176 

6.0e-13 

73 

45 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 



139372 

LIB24-008-Q1-E1-D10 

BLASTN 

g4691223 

199 



16846 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-108 

207 

99 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139373 

LIB24-008-Q1-E1-D11 

BLASTN 

g3702315 

268 

l.Oe-149 

363 
100 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139374 

LIB24-008-Q1-E1-F1 

BLASTX 

g2129578 

608 

2.0e-63 

119 

98 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

139375 

LIB24-008-Q1-E1-F6 

BLASTN 

g3548797 

370 

O.Oe+00 

370 

100 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139376 

LIB24-008-Q1-E1-F8 

BLASTX 

g4218120 

376 

3.0e-36 

118 
61 

{AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

139377 

LIB24-008-Q1-E1-G1 

BLASTX 

gl730512 



16847 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



365 

5.0e-35 

112 
71 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi_1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139378 

LIB24-008-Q1-E1-G9 

BLASTN 

g4699904 

368 

O.Oe+00 

368 

100 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139379 

LIB24-008-Q1-E1-H10 

BLASTN 

g2760164 

172 

3.0e-92 

172 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAC clone 



139380 

LIB24-008-Q1-E1-H2 

BLASTX 

g3193287 

75 

4.0e-21 

85 

67 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB: AC002330 ) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139381 

LIB24-008-Q1-E1-H5 

BLASTN 

g4455168 

364 

O.Oe+00 

395 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



FIOMIO 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139382 

LIB24-008-Q1-E1-H9 

BLASTN 

g2435510 



16848 



BLAST score 


278 


E value 


1 rio— 1 


Match lencfth 


4 U X 


Q. ■! jrl jf,, 4- -Z ^ r r 

% laenrity 


lUU 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 




beq. JLU 


T TR94— nriQ— ni — — ai 

lilDZ^t \J,± HiX riX 


Method 






Of /I /I Q p n 1 
g4 4 oo 0 u 1 


BLAST score 


160 


E value 


7.0e-85 


Matcii xengrn 


1 Qt; 
1 yo 


% identity 




NCBI Description 


Arabidopsis thaliana 






beq. No. 




beq. iu 


ijlo^4 UU y ^i^l IIjI rilU 


Method 






gzzozuy / 


BLAST score 


200 


E value 


l.Oe-109 


Match length 




% identity 


inn 
iUU 


NCBI Description 


Arabidopsis thaliana 




sequence, coniplete si 


Seq. No. 


1 O o o c 


beq. IJJ 


ijioi4~uu y yi cjI iix^ 


Method 




NCBI GI 


g2829881 


BLAST score 


160 


E value 


/ . Ue-li 


Match length 


/ / 


% identity 




NCBI Description 


(AOUU^jyD; riypounen 


Seq. No. 


1 o n o o £r 


beq. iU 


Jj 1 DZ 4 — U U y — y 1 — ii* X — iio 


Method 


oijiio X JN 


NCBI GI 


g2191126 


BLAST score 


160 


E value 


0 . ue-oo 


Match length 


1 o o 
loo 


% identity 


y 6 


JNCrii jjescripnon 


/iraDiaopsxs maxiana 


Seq. No. 


1 o O O T 

139387 


Seq. ID 


Xjlriz4 — U U y— yi— hjl — Do 


Method 


oXiiiO 1 IN 




go 0 Z X / 0 U 


BLAST score 


35 


E value 


7.0e-ll 


Match length 


36 


% identity 


60 


NCBI Description 


Xenopus laevis cDNA 



DNA chromosome 4, BAG clone F6G17 



[Arabidopsis thaliana] 



27A6-1 



16849 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139388 

LIB24-009-Q1-E1-E11 

BLASTX 

g4263722 

347 

6.0e-33 

78 

78 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139389 

LIB24-009-Q1-E1-F4 

BLASTX 

g2244946 

396 

6.0e-39 

80 
96 

{Z97339) unnamed protein product [Arabidopsis thaliana] 
>gi_2326344_emb_CAA72072_ {Y11187) G14587-6 [Arabidopsis 
thaliana] 



Seq. No. 


139390 


Seq. ID 


LIB24-009-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g4581116 


BLAST score 


541 


E value 


Ok nr\-_R^ 

y * ue— oo 


Match length 


102 


% identity 


100 


NCBI Description 


(AC005825) putative beta-galactosidase [Arabidopsis 




thaliana] 


Seq. No. 


139391 


Seq. ID 


LIB24-010-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g2213583 


BLAST score 


350 


E value 


3.0e-33 


Match length 


105 


% identity 


76 


NCBI Description 


(AC000348) T7N9.3 [Arabidopsis thaliana] 


Seq. No. 


139392 


Seq. ID 


LIB24-010-Q1-E1-F1 


Method 


BLASTN 


NCBI GI 


g3426033 


BLAST score 


305 


E value 


l.Oe-171 


Match length 


419 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F12C20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139393 


Seq. ID 


LIB24-010-Q1-E1-F10 



16850 



® 



Method. 


PT 7\QTV 
DijH.b i A 


NCBI GI 


g3402672 


BLAST score 


288 


hj vaxue 


■J . Ue D 


Match, length. 


Q n 

cS U 


% identity 


oo 


J\\ 1^ IT V\ ^ 1 4" T 

LNL/Oi uesciipi-ion 


^r^k^vUfiO^ / ; L;U,La.LXv^ WiiXuc ^iwL,cxli ^rix cti-'Xmj^o Xo UllciXXctllct J 


beq. No. 






T TR94— 01 ri— ni —PI -TT"? 




JD±jr\o ± A. 


NCBI GI 


guzb / / 


Dijiibi score 


0 1^ 4 
Z O f± 


E value 


9 Ho— 99 

z • ue zz 


riatcn ±eny uxi 




% identity 


93 


NCBI Description 


SOS RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CLIS) 


✓*gi iL^^± pir rvOLYLULiO xijJObUllla.1 pxULeXIl JjXCJ pXeUUxbUX^ 




cnxoropxasL. /iraDioopsis i,naxxana -^gx xof±^/ eiLio \^£\^\/ /o^o 




v^iiouo) rxasnia riDOSOuiax prorem bxjxo [HraDiuopsis 




ulXctX Xdiia. J 


beq. NO. 


xoy J yo 


beq* lu 


T T'n9A— ni fi— ni — pt — 9 

XiXoZ fi UXU^X iliX oXZ 


ixie unoQ 


DXiriO X A 


NCBI GI 


g3738310 


BLAST score 


434 


E value 


A A "3 

4 . Ue-4o 


Match length 


104 


% identity 


82 


NCBI Description 


iAuuuojuyj putiauive nuciear pronein L-"J-3"*^ic.opsis unaiianaj 


Seq. No. 


1 o ri "O n ^ 


beq. LU 


XiXJdZ^ U X X^X I!jX iiD 


TJfi"^ Vi #^ 


DXiriO 1 A 


NL-ril bi 


gx / luoo X 


jDiiAbi score 


oXO 


E value 


3.0e-64 


Match length 


125 


% identity 


y 0 


NLBl Description 


oUb KlbUbUMAL JrKUilliXlN hy >gi ZlZ^y/ZV pir b/lzOO riDOSOItiaX 




protein xty - Araoiaopsis rnaiiana >gi xxu/4oy erriD uA/ioouz4 




(Ayiyocfj bub riDOSomai prorem Ly [^^^^ictopsis rnaxianaj 


Seq. No. 


Uyoy / 


beq. ID 


Xi X oz! 4 ~ U X X y X Hj X Jdz 


Method 


JSXiiib X iN 




g44 jZQXX 


BLAST score 


314 


E value 


l.Oe-176 


Matcn lengtn 




^ xCicllT^lt.y 


1 nn 

X uu 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16D14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139398 


Seq. ID 


LIB24-011-Q1-E1-B7 



16851 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3600045 

167 

7.0e-89 

338 
100 

Arabidopsis thaliana BAC F2P3 
139399 

LIB24-011-Q1-E1-D1 

BLASTX 

g3273743 

620 

9.0e-65 

118 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 
Seq. ID 



139400 

LIB24-011-Q1-E1-D10 

BLASTN 

g4510323 

51 

4.0e-20 

87 

90 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

139401 

LIB24-011-Q1-E1-D11 

BLASTX 

gl351272 

157 

4.0e-ll 

29 
100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

139402 

LIB24-011-Q1-E1-D4 

BLASTN 

g4589419 

159 

3.0e-84 

381 

74 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2I5, complete sequence 

139403 

LIB24-011-Q1-E1-E1 



16852 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3063438 

151 

2.0e-79 

381 

99 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

139404 

LIB24-011-Q1-E1-E7 

BLASTN 

gl905875 

287 

l.Oe-160 

291 

100 

Arabidopsis thaliana biotin carboxylase subunit (CAC2) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139405 

LIB24-011-Q1-E1-F6 

BLASTX 

g399091 

459 

7.0e-46 

109 

85 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 

139406 

LIB24-011-Q1-E1-F7 

BLASTX 

gl706476 

196 

4.0e-15 

63 

62 

DNAJ-LIKE PROTEIN SLR0093 >gi_l 00 172 9_dbj_BAA10 5 66_ 
{D640Q4) DnaJ [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139407 

LIB24-011-Q1-E1-F8 

BLASTX 

g4588012 

358 

9.0e-41 

89 

97 

(AF085717) putative callose synthase catalytic subunit 
[Gossypiiom hirsutum] 



16853 



Seq. No, 




oeq. lu 


T TR94-ni 1 -HI -Fl -(^9 


Method. 


OXirio 1 A 


NCBI GI 


gl806140 


BLAST score 


365 


E value 


b . ue""oD 


Match length 


iiy 


% identity 


o4 


NCBI Description 


\Ai7/oX4j cacziYisu [lyieuxcago satxvaj 


Seq. No. 


ioy40y 


beq. lu 


ijlD4c4~U xX— yi— HjX— / 


Metnou 








BLAST score 


153 


E value 


2.0e-80 


Match length 


394 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
139410 

LIB24-011-Q1-E1-H4 

BLASTX 

g544424 

204 

4.0e-16 

39 
97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

139411 

LIB24-011-Q1-E1-H5 

BLASTN 

g4512690 

327 

O.Oe+00 

360 

97 

Arabidopsis thaliana chromosome II BAG F11A3 genomic 
sequence, complete sequence 

139412 

LIB24-012-Q1-E1-A1 

BLASTN 

g4490734 

299 

l.Oe-167 

411 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 



16854 



project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139413 

LIB24-012-Q1-E1-A4 

BLASTN 

g3063438 

240 

l.Oe-132 

240 

80 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139414 

LIB24-012-Q1-E1-A8 

BLASTN 

g2264310 

252 

l.Oe-139 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKPll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139415 

LIB24-012-Q1-E1-B1 

BLASTN 

g3687221 

163 

7.0e-87 

189 

96 

Arabidopsis thaliana chromosome II BAG F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139416 

LIB24-012-Q1-E1-B10 

BLASTX 

g2529665 

653 

l.Oe-68 

133 

95 

{AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139417 

LIB24-012-Q1-E1-C1 

BLASTX 

gl931637 

721 

l.Oe-76 

137 

100 

(U95973) receptor-associated kinase isolog [Arabidopsis 
thaliana] 



16855 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139418 

LIB24-012-Q1-E1-D1 

BLASTN 

g3341671 

415 

O.Oe+00 

415 

100 

Arabidopsis thaliana chromosome II BAG F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139419 

LIB24-012-Q1-E1-D4 

BLASTX 

g4580476 

291 

4.0e-26 

97 

59 

(AC006081) unknown protein [Arabidopsis thaliana] 
139420 

LIB24-012-Q1-E1-E1 

BLASTN 

g2660661 

128 

l.Oe-65 

222 
100 

Arabidopsis thaliana chromosome V BAG T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139421 


Seq. ID 


LIB24-012-Q1-E1-F4 


Method 


BLASTN 


NCBI GI 


g2285791 


BLAST score 


208 


E value 


l,0e-113 


Match length 


212 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for 


Seq. No. 


139422 


Seq. ID 


LIB24-012-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


g4589440 


BLAST score 


224 


E value 


l.Oe-123 


Match length 


354 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic 




MSD21, complete sequence 


Seq. No. 


139423 


Seq. ID 


LIB24-012-Q1-E1-H2 


Method 


BLASTN 


NCBI GI 


g2477521 



16856 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



393 

O.Oe+00 

393 

100 

Arabidopsis thaliana chromosome I BAG F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139424 

LIB24-013-Q1-E1-B11 

BLASTX 

gl592545 

173 

2.0e-12 

111 

38 

(U37486) peroxisomal multifunctional enzyme type II [Rattus 
norvegicus] 

139425 

LIB24-013-Q1-E1-B3 

BLASTN 

g2245073 

252 

l.Oe-139 

369 

99 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139426 

LIB24-013-Q1-E1-E4 

BLASTN 

g2584827 

175 

9.0e-94 

333 

95 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139427 

LIB24-013-Q1-E1-F8 

BLASTN 

g431257 

435 

O.Oe+00 

435 

100 

Arabidopsis thaliana lipoxygenase 
139428 

LIB24-013-Q1-E1-G11 

BLASTX 

g2829910 

147 

7.0e-10 
37 



(Lox2) mRNA, complete cds 



16857 



% identity 40 

NCBI Description {AC002291) Unknown protein, contains regulator of 

chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139429 

LIB24-013-Q1-E1-H8 

BLASTN 

g3395421 

270 

l.Oe-150 

270 

100 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139430 

LIB24-014-Q1-E1-C2 

BLASTN 

g2262155 

109 

l.Oe-54 

214 

96 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139431 

LIB24-014-Q1-E1-C3 

BLASTX 

g544424 

204 

4.0e-16 

39 

97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein {clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb__AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

139432 

LIB24-014-Q1-E1-H3 

BLASTN 

g2511575 

159 

l.Oe-84 

159 
100 

Arabidopsis thaliana mRNA for proteasome subunit prcfc 
139433 

LIB24-015-Q1-E1-A11 

BLASTX 

g3914212 

264 



16858 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-23 

127 

46 

5-OXOPROLINASE { 5 -0X0- L- PROLINASE) (PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

139434 

LIB24-015-Q1-E1-A2 

BLASTN 

g2494106 

142 

4.0e-74 

142 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


139435 


Seq. ID 


LIB24-015-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


535 


E value 


7.0e-55 


Match length 


124 


% identity 


73 


NCBI Description 


(AC005395) putative casein kinase 


Seq. No. 


139436 


Seq. ID 


LIB24-015-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


343 


E value 


2.0e-32 


Match length 


70 


% identity 


100 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb__Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

139437 

LIB24-015-Q1-E1-D11 

BLASTX 

g3688195 

395 

7.0e-39 

78 

95 

(AJ010092) MAP3K beta 3 protein kinase [Arabidopsis 
thaliana] 



16859 





1 ?QA^fl 

X O _/ ri J O 




LIB24-015-O1-E1-E5 


t JC U ilk-' Li 


BLASTX 






BLAST score 


613 


E value 


5.0e-64 




122 




20 




\ri\^\J\J 'JyJ i ^ J OXIILXXCIX L.\J OdX U XiiVAU.L-XkJX C j^X^U^Xil L nj_ dJ^-I-V^W^O 




th^liana 1 




X o _/ *4 ^ ;? 


OCV^ ■ XL/ 


T.TR94-ni S-01 -Fl -F'^ 

IjXO^I V X -vJ S^-'- -l-J X £ •J 




BLASTN 




a3236234 


BLAST score 


263 


E value 


l.Oe-146 




376 


^ XlulOJ.1 U X L.^ 




iN^DX UcbOX Xp UXUll 


r\x dUXt^w^poXo LiidXXdXid L*iix wiuc XX oriv-f r xoiM^^ ycii^jiiLXk-- 




OCv^Cldi^^/ L^WXU^XtSUC OC^LlOiH»^^3 [_ f^X dJw'X (lAW^ O X O L.ild ^ ^dlia J 


oeCJ. rJO , 


1 '^QAAH 
L^y'i^ U 


oeq. 1.U 


Xixo^rz uxo v^x HjX nxu 




OXltiO 1 A. 


INLfDX VjX 


rrA R'^ 1 Q 


BLAST score 


415 


E value 


8.0e-41 




X U .J 




o u 


LNk^CX L/^oOx X^uXUli 


\rxlj\j^y± 1 Xj ^U.L.dL.XVc X XUvJO WlLLdX ^X^JUcJXii LiTtX aiJX^J.v^^O X o 




■|~V^a1 1 anal 
LllciXXdiid J 


be<3« iNo, 


XO 174 4 X 


Clfirr TD 

OtJv^ • X JJ 


T.TR!?4-ni R— m -Fl — 




DIjAo i A 


NCBI GI 


g2961085 


BLAST score 


388 


Hj VdXllc 


Q Ofs-^R 

-7 • O O 


Lua.L.di xeriyL.li 


1 (TR 

X U J 


-6 xaentxT-y 




LMV^DX o U-X X^ L X(Jli 


^rii; U J / i. O J U X dilo ox X_^ L.X wii XdOCi-/X |_r^x diJXLiw^oxo UiidXXdiJidj 




1 J y 4 4 Z 


OCt^ • XU 


T TR94 — ni fi—Hl -Fl — AQ 

XiXIj^^ UXD \iX HiX ri^ 


Lie UlIkyLi 


RT.A^TNT 


iMOJDX oX 




BLAST score 


163 


E value 


l.Oe-86 


r'laL.cii xeny Lii 




& '1 n ^ T •F* ^ T 

xaenuXT-y 




NCBI Description 


Arabidopsxs thaliana chroitiosome 1 BAG T8F5 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


139443 


Seq. ID 


LIB24-016-Q1-E1-D12 


Method 


BLASTN 



15860 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263694 
166 

l.Oe-88 

166 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139444 

LIB24-016-Q1-E1-D3 

BLASTN 

g2696018 

132 

3.0e-68 

238 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

139445 

LIB24-016-Q1-E1-D9 

BLASTX 

gl41435 

190 

2.0e-14 

83 

42 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi__98360_pir E37854 

folate biosynthesis protein 1 (sul 3' region) - Bacillus 
subtilis >gi_143411 (M34053) ORFl [Bacillus subtilis] 
>gi_467467_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2632345_emb_CAB11854_ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 

139446 

LIB24-016-Q1-E1-E1 

BLASTN 

g4757678 

136 

2.0e-70 

136 

86 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

139447 

LIB24-016-Q1-E1-E2 

BLASTX 

gl076389 

478 

3.0e-48 

96 

100 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528__ {X82002) protein phosphatase 2A 
kDa regulatory subunit [Arabidopsis thaliana] 



16861 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139448 

LIB24-016-Q1-E1-F8 

BLASTX 

g4432846 

200 

l.Oe-15 

115 
41 

(AC006283) unknown protein [Arabidopsis thaliana] 
139449 

LIB24-016-Q1-E1-G2 

BLASTX 

g2498977 

204 

5.0e-16 

114 

39 

SURFEIT LOCUS PROTEIN 5 >gi__1150512_emb_CAA59453_ {X85169) 
SURF-5 protein [Mus musculus] 

139450 

LIB24-016-Q1-E1-G7 

BLASTN 

g2760169 

230 

l.Oe-126 

242 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139451 

LIB24-016-Q1-E1-G9 

BLASTX 

g3334404 

175 

7.0e-13 

77 

96 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 {U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 {AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb_N96091, gb_AA042286, gb_F14324, gb__W43643, gb_N96027, 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 

139452 

LIB24-017-Q1-E1-A9 

BLASTN 

g3080406 

370 

G.Oe+00 
370 
100 

Arabidopsis thaliana DNA chromosome 4, 



BAC clone F23E12 



16862 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ESSA project) 
139453 

LIB24-017-Q1-E1-B12 

BLASTN 

g2281081 

195 

l.Oe-105 

195 

100 

Arabidopsis thaliana chromosome II BAG F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139454 


Seq. ID 


LIB24-017-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


g2651313 


BLAST score 


571 


E value 


4 . Oe-59 


Match length 


126 


% identity 


64 


NCBI Description 


(AC002336) hypothetical protein 


Seq. No. 


139455 


Seq- ID 


LIB24-017-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g3426051 


BLAST score 


626 


E value 


l,0e-65 


Match length 


125 


% identity 


100 


NCBI Description 


(AC005168) hypothetical protein 


Seq. No. 


139456 


Seq. ID 


LIB24-017-Q1-E1-C3 


Method 


BLASTN 


NCBI GI 


g3687221 


BLAST score 


71 


E value 


3,0e-32 


Match length 


101 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar< 


Seq. No. 


139457 


Seq. ID 


LIB24-017-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


160 


E value 


7.0e-85 


Match length 


301 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F21E10 


Seq, No. 


139458 


Seq, ID 


LIB24-018-Q1-E1-B4 


Method 


BLASTN 



16863 



® 







BLAST score 


166 


E value 


2.0e-88 






% identity 


QQ 


iNUoi uescripnon 


rtj_aJJlvj.Opolb tiidHciilci ollXUXUUoUiiLy ix DrK^ rz.*snx*s ycxiuiiLxv-. 




QArm^^nr'ea poTfrnl p'hei <=ip»rrn6*npp f Aj^sbidoosis thalianal 


O C . IN O • 


JL O _/ 4 *J ^ 
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RT.A9TX 


NCBI GI 




BLAST score 






R Op-18 


Match length 


95 


% identity 


48 


IMOD-L UeSCiip LlOIi 
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/ PHncjpRZiTTriyT.rHnT.TKFF — HYnRnT.y7.TNn PR09PH0TiTPASE Vi) 




->gi xuzu^U" ui_>j i5i-i£-ix X X J o ^u/o*±xuy piitjto^iivjxxj-'ctot; u lcjcci 




ma \7C 1 
iLLdy o J 


oeq. NO - 


Xo i?ft DU 


Clarr TVl 

oeq. xu 


T TP94— ni ft— nl — "Fl — F4 
XiXOZfl UXO yX HjX 11j*± 




OXtrlO X /I 


NCBI GI 


g4325369 


BLAST score 


451 


E value 


^ • ue 4to 


Maticn lenguii 


110 

Ix^i 


% identity 


Q 

O J 


lnl-jdi ue jscxt ipuioii 


^r\r X Z O O -7 O ^ X^nxo.O (^cllC ^X ^kJU.U.v^ L. Lrai_ciJJ-LVj.w^O-i-0 uixc3.-i--t-ca.iici j 


beq. NO. 




oeq. lu 


T TP94 — ni S— m — TTI — (^(^ 
XiXoZfi UXO \^X ILX oO 


ixie Lnou. 


OXiriO xz\ 




gyy ool 


T TV O >^ A. A 
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c;i n 
oil) 


E value 


6.0e-52 


Match length 


130 


^ iaeni-ii,y 




NCBI Description 


coxa, reguxo. L.ea prouem cox^ / iixc±x>xu.upoxo uxicixxciiici 




^ rragiuemi ; -^g-^ ooozo^ eiuiD ^^/i/iftz^oo ^AOi?oxf±j ^uxu. diiu .rt-ori 




reguxaTieu gene [/ira.Diaopsis i,naxia.naj 


beq. JNo . 




oeq. lu 


T TR94 — m Q— m — P1 — A'^ 

XiXijZ^ UX-? -n,'-' 




PT AQTY 


LNUrSl Virl 


gz D / oo 0 X 


BLAST score 


262 


E value 


8.0e-23 


Match length 


lift 

1x0 


% identity 




NCBI Description 


(U39782) lysine and histidine specific transporter 




[Arabidopsis thaliana] 


Seq. No. 


139463 


Seq. ID 


LIB24-019-Q1-E1-B2 


Method 


BLASTX 



16864 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g68510 
212 

2.0e-17 

63 

62 

translation releasing factor eRF 



rabbit 



139464 

LIB24-019-Q1-E1-B3 

BLASTN 

g4204848 

174 

4.0e-93 

174 

100 

Arabidopsis thaliana protein kinase (RPKl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



139465 

LIB24-019-Q1-E1-H9 

BLASTX 

g730465 

155 

2.0e-10 

105 

32 

DNA REPAIR AND RECOMBINATION PROTEIN RAD26 

>gi_626090_pir JC2227 probable helicase RAD26 - yeast 

(Saccharomyces cerevisiae) >gi_506419 ^(L26910) gtA1085 
[Saccharomyces cerevisiae] >gi_10156833mb_CAA8 9562__ 
(Z49535) ORF YJR035w [Saccharomyces cerevisiae] 

139466 

LIB24-020-Q1-E1-A6 

BLASTN 

g2351063 

212 

l.Oe-116 

410 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

139467 

LIB24-020-Q1-E1-B9 

BLASTN 

g3292807 

185 

l.Oe-100 

230 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone F7H19 
{ESSAII project) 

139468 

LIB24-020-Q1-E1-D4 
BLASTX 



16865 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq« No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g549848 
284 

2.0e-25 

131 

44 

{M86958) putative [Caenorhabditis elegans] 
139469 

LIB24-020-Q1-E1-D8 

BLASTX 

g544285 

206 

3.0e-16 

44 

86 

FIBRILLARIN >gi_422056_pir S33690 fibrillarin - fission 

yeast (Schizosaccharomyces pombe) >gi_296704__emb_CAA49550_ 
(X69930) fibrillarin [Schizosaccharomyces pombe] 
>gi_3687500_emb_CAA21168_ {AL031788) fibrillarin 
[Schizosaccharomyces pombe] 

139470 

LIB24-020-Q1-E1-E1 

BLASTX 

g4454036 

226 

l.Oe-18 

56 

70 

{AL035394) putative major latex protein [Arabidopsis 
thaliana] 

139471 

LIB24-020-Q1-E1-E3 

BLASTN 

g4585896 

287 

l.Oe-160 

347 

75 

Arabidopsis thaliana chromosome II BAC F13I13 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



139472 

LIB24-020-Q1-E1-E5 

BLASTX 

g3935148 

223 

3.0e-18 

111 

42 

(AC005106) T25N20.12 
139473 

LIB24-020-Q1-E1-F8 

BLASTX 

g2245009 



[Arabidopsis thaliana] 



16866 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



523 

2.0e-53 

122 

86 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139474 

LIB24-021-Q1-E1-A3 

BLASTX 

g4406814 

384 

4.0e-37 

77 
100 

(AC006201) putative peptidyl -prolyl isomerase [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 



139475 

LIB24-021-Q1-E1-A8 
BLASTX 



NCBI GI 


g2583123 


BLAST score 


loo 


E value 


l.Oe-11 


Match length 


38 


% identity 


74 


NCBI Description 


(AC002387 




thaliana] 


Seq. No. 


139476 


Seq. ID 


LIB24-021 


Method 


BLASTX 


NCBI GI 


gloUO D34 


BLAST score 


611 


E value 


9.0e-64 


Match length 


131 


% identity 


90 


NCBI Description 


{X99972) 




oleracea] 


Seq. No. 


139477 


Seq. ID 


LIB24-021 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


582 


E value 


2,0e-60 


Match length 


129 


% identity 


87 


NCBI Description 


(AC006223 


Seq. No. 


139478 


Seq, ID 


LIB24-021 


Method 


BLASTX 


NCBI GI 


g4490714 


BLAST score 


208 


E value 


5.0e-17 


Match length 


51 


% identity 


80 



putative nucleotide sugar epimerase [Arabidopsis 



calmodulin-stimulated calcium-ATPase [Brassica 



16867 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL035680) kinesin-related protein katB [Arabidopsis 
thaliana] 

139479 

LIB24-021-Q1-E1-B9 

BLASTX 

g4325375 

685 

2,0e-72 

134 

100 

(AF128396) similar to arginases (Pfam: PF00491, 
Score=353.2, E=1.4e-119, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139480 

LIB24-021-Q1-E1-C12 

BLASTN 

g4220633 

326 

O.Oe+00 

398 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139481 

LIB24-021-Q1-E1-C5 

BLASTN 

g3241916 

139 

3.0e-72 

400 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K15N18, complete sequence [Arabidopsis thaliana] 

139482 

LIB24-021-Q1-E1-C7 

BLASTX 

g4263704 

460 

4.0e-4 6 

124 

77 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139483 

LIB24-021-Q1-E1-D6 

BLASTX 

g99752 

654 

9.0e-69 

134 

99 

protochlorophyllide reductase 
Arabidopsis thaliana 



(EC 1.3.1.33) precursor - 



16868 



(i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139484 

LIB24-021-Q1-E1-E1 

BLASTN 

g4725940 

398 

O.Oe+00 

398 

100 

Arabidopsis thaliana DNA chromosoiae 4, 
(ESSA project) 



BAG clone T1P17 



Seq. No. 


139485 


Seq. ID 


LIBz4-Uzl- 


Method 


BLASTX 


NCBI GI 


g4G49353 


BLAST score 


458 


E value 


8.0e-46 


Match length 


133 


% identity 


68 


NCBI Description 


(AL034567 


Seq. No. 


139486 


Seq, ID 


LIB24-021 


Method 


BLASTN 


NCBI GI 


g2696018 


BLAST score 


126 


E value 


2.0e-64 


Match length 


126 


% identity 


100 


NCBI Description 


Arabidops 



-E6 



putative protein [Arabidopsis thaliana] 



-Q1-E1-F8 



PI clone: 



MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139487 

LIB24-021-Q1-E1-G6 

BLASTX 

gl710394 

664 

6.0e-70 

132 

99 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_840719_einb_CAA54549_ {X77336) ribonucleotide reductase 
R2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139488 

LIB24-022-Q1-E1-B4 

BLASTN 

g3193282 

202 

l.Oe-110 

383 
100 

Arabidopsis thaliana BAC T14P8 



Seq. No. 



139489 



16869 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-022-Q1-E1-D10 

BLASTN 

g4519193 

244 

l.Oe-135 

388 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDCll, complete sequence 



Seq. No. 


139490 


Seq. ID 


LIB24-022-Q1-E1-D12 


Method 


T3T TV OnTKT 

BLASTN 


NCBI GI 


g2914ooo 


BLAST score 




E value 


9,0e-09 


Match length 


32 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F24L7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139491 


Seq. ID 


LIB24-022-Q1-E1-E3 


Method 


BLASTN 


NCBI GI 


g4567237 


BLAST score 


210 


E value 


l.Oe-115 


Match length 


210 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T22F11 genomi 




sequence, complete sequence 


Seq. No. 


139492 


Seq. ID 


LIB24-022-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


303 


E value 


l.Oe-27 


Match length 


98 


% identity 


69 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


139493 


Seq. ID 


LIB24-022-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


58 


E value 


7.0e-24 


Match length 


94 


% identity 


90 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 139494 

Seq. ID LIB24-022-Q1-E1-G7 

Method BLASTX 

NCBI GI g2459417 



16870 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



446 

2.0e-44 

85 
100 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



beg. iMo. 




oeg. Lu 


T TA9d-n99-r)1 -F1 -H1 1 


Method 


■OT 7\ CTiV 

oLiAo i A 




gfi zzuo±4i 


DitAoi score 




Hi vaxue 




Match length 


O 1 

o 1 


% identity 


63 


NCBI Description 


(AL035356) putative prot 


Seq. No. 


lo y 4 y D 


Seq. ID 


tttdO/I aoo r\i ijc^ 
LiBz4~Uzz-Ul-rjl-riO 


Method 


OLiiiD i A 


NCBI GI 


goyiDo4 / 


BLAST score 


403 


E value 


z . ue-oy 


iMiaucn xengun 


O 0 


% identity 


90 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S2 


4 OS ribosomal protein S2 


Seq. No. 


139497 


Seq. ID 


LIB24-023-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


98 


% identity 


98 



(AC002339) putative 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139498 

LIB24-023-Q1-E1-A9 

BLASTN 

g3449322 

307 

l.Oe-172 

315 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139499 

LIB24-023-Q1-E1-B2 

BLASTX 

g2244760 

286 



16871 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-26 

71 

75 

{Z97335) selenium-binding protein [Arabidopsis thaliana] 
139500 

LIB24-023-Q1-E1-C9 

BLASTX 

g3367516 

485 

5.0e-49 

93 

100 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare. [Arabidopsis thaliana] 

139501 

LIB24-023-Q1-E1-D8 

BLASTN 

g3869069 

123 

8.0e-63 

223 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5/ complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139502 

LIB24-023-Q1-E1-E9 

BLASTN 

g2827513 

342 

O.Oe+00 

366 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

139503 

LIB24-023-Q1-E1-G3 

BLASTN 

g2947056 

141 

l.Oe-73 

197 

93 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139504 

LIB24-023-Q1-E1-H7 

BLASTN 

g4490734 

46 

3.0e-17 

99 

93 



16872 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139505 

LIB24-024-Q1-E1-D2 

BLASTN 

g4454447 

202 

l.Oe-110 

210 

99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139506 

LIB24-024-Q1-E1-E2 

BLASTN 

g3985934 

82 

l.Oe-38 

146 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJE7, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139507 


Seq. ID 


LIB24-024-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g3927822 


BLAST score 


31 


E value 


3.0e-08 


Match length 


148 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F8N16 




sequence, complete sequence [Arabidopsis thai 


Seq, No. 


139508 


Seq. ID 


LIB24-025-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


gl239959 


BLAST score 


205 


E value 


4.0e-16 


Match length 


41 


% identity 


100 


NCBI Description 


(X95469) MADS-box gene [Antirrhinum ma jus] 


Seq. No. 


139509 


Seq. ID 


LIB24-025-Q1-E1-D1 


Method 


BLASTN 


NCBI GI 


g2924653 


BLAST score 


71 


E value 


3.0e-32 


Match length 


95 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDA7, complete sequence [Arabidopsis thaliana 



genomic 



5, PI clone 



16873 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139510 

LIB24-025-Q1-E1-D10 

BLASTN 

g4584339 

253 

l.Oe-140 

253 
100 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 
sequence, complete sequence 

139511 

LIB24-025-Q1-E1-E10 

BLASTX 

g585536 

250 

5.0e-22 

62 

74 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

139512 

LIB24-025-Q1-E1-E3 

BLASTX 

g2924512 

585 

8.0e-61 

115 

98 

(AL022023) beta-galactosidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139513 

LIB24-025-Q1-E1-E4 

BLASTN 

g4567300 

286 

l.Oe-160 

315 

97 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 

139514 

LIB24-025-Q1-E1-F6 

BLASTN 

g3738275 

175 

5.0e-94 

191 

98 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



16874 



Seq. No. 
Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139515 

LIB24-025-Q1-E1-G3 

BLASTN 

g4220645 

188 

l.Oe-102 

204 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



139516 

LIB24-025-Q1-E1-G5 

BLASTN 

g3702728 

173 

2.0e-92 

360 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19M13, complete sequence [Arabidopsis thaliana] 

139517 

LIB24-026-Q1-E1-C4 

BLASTX 

gl353352 

224 

6.0e-19 

62 
68 

{U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

139518 

LIB24-026-Q1-E1-C8 

BLASTX 

g2507281 

556 

2.0e-57 

101 

100 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668 706_emb_CAA6604 8_ 
(X97380) atran2 [Arabidopsis thaliana] 

139519 

LIB24-026-Q1-E1-D4 

BLASTX 

g629511 

331 

5.0e-31 

111 

72 

cold-regulated protein corl5b precursor - Arabidopsis 
thaliana >gi_4559338_gb_AAD23000 . 1_AC007087_19 (AC007087) 
cold-regulated protein corlSb precursor [Arabidopsis 
thaliana] 



16875 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139520 

LIB24-026-Q1-E1-E1 

BLASTN 

g3738313 

385 

O.Oe+00 

385 

100 

Arabidopsis thaliana chromosome II BAG T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139521 

LIB24-027-Q1-E1-A11 

BLASTN 

g4165340 

102 

l.Oe-50 

155 

100 

Arabidopsis thaliana chromosome I BAG F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



139522 

LIB24-027-Q1-E1-A6 

BLASTN 

g3702315 

98 

5.0e-48 

186 

88 

Arabidopsis thaliana chromosome II BAG T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



139523 

LIB24-027-Q1-E1-A8 

BLASTN 

g4733953 

21 

9.0e-02 

410 

93 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAG F13011 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139524 

LIB24-027-Q1-E1-B1 

BLASTX 

g2739010 

281 

4.0e-25 

109 

54 

{AF0224 64) GYP77A3p [Glycine max] 



Seq. No. 
Seq. ID 



139525 

LIB24-027-Q1-E1-B2 



16876 



® 

Method BLASTX 

NCBI GI gl749412 

BLAST score 481 

E value 2.0e-48 

Match length 135 

% identity 64 

NCBI Description (D89102) similar to Saccharomyces cerevisiae ADP,ATP 

carrier protein (ADP/ATP translocase) , SWISS-PROT Accessic 
Number P18239 [Schizosaccharomyces pombe] 

Seq. No. 139526 

Seq. ID LIB24-027-Q1-E1-D10 

Method BLASTX 

NCBI GI g2280528 

BLAST score 178 

E value 6.0e-13 

Match length 33 

% identity 100 

NCBI Description (AB005888) ATMYB3 [Arabidopsis thaliana] 

Seq. No. 139527 

Seq. ID LIB24-027-Q1-E1-D8 

Method BLASTX 

NCBI GI gll5783 

BLAST score 54 9 

E value 2.0e-56 

Match length 107 

% identity 97 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376__einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

Seq. No. 139528 

Seq. ID LIB24-027-Q1-E1-E11 

Method BLASTN 

NCBI GI g4589430 

BLAST score 89 

E value l,0e-42 

Match length 156 

% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

Seq. No, 139529 

Seq. ID LIB24-027-Q1-E1-F10 

Method BLASTX 

NCBI GI g2 2 62 163 

BLAST score 207 

E value 2.0e-16 

Match length 38 

% identity 100 

NCBI Description {AC002329) hypothetical protein similar to F5J6.10 
[Arabidopsis thaliana] 

Seq. No. 139530 

Seq. ID LIB24-027-Q1-E1-G12 




16877 



Method BLASTN 

NCBI GI gl488526 

BLAST score 193 

E value l.Oe-104 

Match length 205 

% identity 99 

NCBI Description B.juncea ribosomal intergenic spacer 

Seq. No. 139531 

Seq. ID LIB24-027-Q1-E1-G5 

Method BLASTX 

NCBI GI g3461813 

BLAST score 24 0 

E value 8.0e-21 

Match length 63 

% identity 7 8 

NCBI Description {AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139532 

LIB24-027-Q1-E1-G8 

BLASTX 

g2493289 

169 

6.0e-12 

112 

39 

RIBONUCLEASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139533 

LIB24-027-Q1-E1-H2 

BLASTN 

g4490701 

224 

l.Oe-123 

392 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139534 

LIB24-027-Q1-E1-H5 

BLASTN 

g3449334 

268 

l.Oe-149 

300 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No, 139535 

Seq. ID LIB24-027-Q1-E1-H6 

Method BLASTX 

NCBI GI g3885341 

BLAST score 197 

E value 3.0e-15 



16878 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
53 

{AC005623) unknown protein [Arabidopsis thaliana] 
139536 

LIB24-028-Q1-E1-B10 

BLASTX 

g4262149 

418 

3.0e-41 

72 

100 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

139537 

LIB24-028-Q1-E1-C12 

BLASTX 

gll84953 

317 

3.0e-29 

60 

100 

{U46574) protein farnesyl transferase beta subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139538 

LIB24-028-Q1-E1-C9 

BLASTN 

g4519188 

125 

6.0e-64 

313 

99 

Arabidopsis thaliana genomic DNA, 
K21L19, complete sequence 



chromosome 5, TAC clone 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139539 

LIB24-028-Q1-E1-E11 

BLASTX 

g4510398 

300 

3.0e-27 

95 

67 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
139540 

LIB24-028-Q1-E1-E3 

BLASTX 

g2341034 

325 

2.0e-30 

62 

100 

{AC000104) F19P19,13 [Arabidopsis thaliana] 



16879 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139541 

LIB24-028-Q1-E1-G1 

BLASTX 

g3805846 

280 

4,0e-25 

94 

98 

(AL031986) DNA-directed RNA polymerase (EC 2.7.7.6) 
largest chain [Arabidopsis thaliana] 



II 



oeq . iNo . 




beq. iu 


1j1d^4 — UZO rjl 


LYLeTinoa 




NCBI GI 


g4006827 


BLAST score 


329 


E value 


1 . ue— oU 


Lxiaucii xcnyuii 




% identity 


54 


NCBI Description 


(AC005970) subtilisin 


Seq. No, 


139543 


Seq, ID 


LIB24-028-Q1-E1-H2 


Method 


BLASTN 


NCBI GI 


g4468801 


BLAST score 


330 


E value 


O.Oe+00 


Match length 


330 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No, 


139544 


Seq. ID 


LIB24-028-Q1-E1-H4 



F6G17 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3128141 

130 

6.0e-67 

316 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 
Seq. ID 
Method 



139545 

LIB24-029-Q1-E1-A1 

BLASTN 

g3212846 

111 

6.0e-56 

135 

94 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

139546 

LIB24-029-Q1-E1-A10 
BLASTX 



16880 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056433 
306 

5.0e-28 

115 

57 

{AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb_X60376 from Brassica napus . [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



139547 

LIB24-029-Q1-E1-B5 

BLASTX 

g2129608 

382 

l.Oe-44 

98 

100 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38 614) GTP-binding protein [Arabidopsis thaliana] 

139548 

LIB24-029-Q1-E1-C2 

BLASTN 

g4567300 

366 

0,0e+00 

395 

98 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 

139549 

LIB24-029-Q1-E1-D11 

BLASTX 

g4678226 

511 

5.0e-52 

119 

88 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 

139550 

LIB24-029-Q1-E1-F9 

BLASTN 

g3341671 

142 

3.0e-74 

211 

91 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139551 

LIB24-029-Q1-E1-G1 

BLASTN 

g4589445 

43 



16881 



E value 



6.0e-15 





IRQ 
X J ^ 




o ^ 




Ar^hi dor)c;i«5 "hhaliana aenomic DNA, chroinosoine 3» PI clone 






^ > a 


139552 


Sea ID 


LIB24-030-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


g2275201 


UJ_lii.O X Ok W X d 


352 


TI' \ra 1 n o 
Hj V d X Lie 


6-0e-34 






o xuxsii u J- i-_y 




T F^o o v T T^"i~ ion 




lh>7 ^ a L> W • 


139553 


Sea ID 


LIB24-030-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g2961357 




612 






1X13.1,011 ±engT,n. 


X jZ 


o XUciiuX Ly 


O 1 


jnudi jjescxipnon 


VfiXiUZZ X*i U J pUCauXve prOUcXIl L-"-XcilJXQJ.UpoXo LilaXXdliclJ 




X J Or± 


oeq* xLf 


i_iXO^^ U O U ^X £jX G'J 


iYlti L,iiOU. 


OXirlO 1 IN 


NCBI GI 


g3135250 


BLAST score 


248 


lit vo.xu.t; 


1 n^a-i "^7 

X • x^ / 




977 


^ xaenT-xx-y 


o o 


inl^IjX L/escxxp uxoii 


Zir*aV^^ H/^t*\ct o -(-Vial t ana oHr'O'moaoTTio TT RZif 'WO^^O'K c^e^T\fycc\ \ r* 
riX clJiJXU.Upo Xo UiiCLXXdiid OliX (JiUwoUiiUc XX iDr\\j r i. / C ^ *j ^c^iiWiLLXO 


- 


SSCJUciiL.e^ OOHipXcC.tr tsctJUtrilCc [riX clJJX(J.L>poXo LiidXX diid J 


ocq • INU . 


XO ^>jZj'J 




i_lXl?^r± k/JW i-*X iJ.? 


trie UXlwU 




NCBI GI 


g2245073 


BLAST score 


350 


E vsLue 




^laucn xengun 


^ R n 


% identity 


inn 


iNwox uescrxpT-xon 


i\rajjXQ.opsxs unaxxana uLNi-i cnxoiuosoiue 4^ jcjoor^ x v-^jiii-xy 




fragment No 


Sea No 


139556 


Seq. ID 


LIB24-030-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


g4757392 


BLAST score 


96 


E value 


7.0e-47 


Match length 


179 



% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 



16882 



® 



K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139557 

LIB24-030-Q1-E1-E11 

BLASTN 

g4580744 

165 

7.0e-88 

250 
97 

Sequence of BAG F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139558 

LIB24-030-Q1-E1-E7 

BLASTN 

g2494106 

109 

l.Oe-54 

230 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


139559 


Seq. ID 


LIB24-030-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g3176726 


BLAST score 


205 


E value 


l.Oe-16 


Match length 


50 


% identity 


78 


NCBI Description 


(AC002392) putative serine proteinase [Arabidopsis 




thaliana] 


Seq. No. 


139560 


Seq. ID 


LIB24-030-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


g349470 


BLAST score 


454 


E value 


l.Oe-45 


Match length 


85 


% identity 


94 ^ 


NCBI Description 


{L23114) binding prS'tein [Homo sapiens] 


Seq. No. 


139561 


Seq. ID 


LIB24-030-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


g2264306 


BLAST score 


375 


E value 


O.Oe+00 


Match length 


375 


% identity 


42 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MBK5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139562 



clone : 



16883 



Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-030-Q1-E1-F3 

BLASTX 

gl31381 

194 

2.0e-15 

46 

91 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_997 45_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_einb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139563 

LIB24-030-Q1-E1-H12 

BLASTX 

g4754062 

360 

2.0e-34 

75 

91 

(AF072881) 
mus cuius] 



SOCS box-containing WD protein SWiP-2 [Mus 



139564 

LIB24-030-Q1-E1-H3 

BLASTN 

g2749918 

134 

l.Oe-69 

166 

94 

Arabidopsis thaliana chromosome I BAG F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139565 

LIB24-031-Q1-E1-C7 

BLASTN 

g4063737 

184 

3.0e-99 

208 

100 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139566 

LIB24-031-Q1-E1-D7 

BLASTN 

g3241922 

166 

2.0e-88 

256 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



16884 



Qc\rr "Kirs 

oeq. WO • 


i O _? J D / 




C « TT\ 

beq. xu 


T Tvio A — n "^1 - 
JUXdZ *t U J 1 




Method 


BLASTX 




NCBI GI 


g4585998 




Jd1j/io1 SCOiTe 






E value 


z . ue 01 




Match length 


10 / 




T ^ ^ T "f* t T 

•6 luenulLy 


o o 




NCBI Description. 


^ U U D Z 0 / 


nypotnetiOcii piULtrxii |_r^ciijxu.wjpoxo 


Q £i KE r\ 

o e q ♦ WO. 






beq, ID 


lilrSZ^ Ujl 


_pi1 — T?1 — TTP 
^± iijl UtO 


L ie di^U 


BLASTX 




NCBI GI 


g3377814 




BLAST score 


520 




E value 


3.0e-53 




Match length 


103 




% identity 


95 




NCBI" Description 


(AF076275 


similar to protein kinases (Pfam: 



score: 228.02) [Arabidopsis thaliana] 



Seq. No. 


139569 


Seq. ID 


LIB24-031-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


61 


E value 


3.0e-26 


Match length 


85 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c 




MXK3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139570 


Seq. ID 


LIB24-031-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g2443878 


BLAST score 


228 


E value 


4.0e-19 


Match length 


58 


% identity 


74 


NCBI Description 


(AC002294) Unknown protein [Arabidopsis thaliana] 


Seq, No. 


139571 


Seq. ID 


LIB24-031-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g2244865 


BLAST score 


524 


E value 


8.0e-54 


Match length 


93 


% identity 


99 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


139572 


Seq. ID 


LIB24-031-Q1-E1-H4 


Method 


BLASTN 


NCBI GI 


g4455168 



clone: 



16885 



BLAST score 


283 


E value 


l.Oe-158 








1 no 


M ^ X n -v~ n -r^ 4- n T> 

DJUoi uesciTiption 


Zir-aK-l Ho-oc! ■? c: -h "h a 1 i S5 n HKIZi r* h yOTTm ^ nTTi A A RAP pinnp FlOMLO 






OSC^ • LNU . 






T.TR?4-0^2-01-E1-A2 




O J_irl.O 1. 


NCBI GI 


g2459418 


BLAST score 


244 


E value 


D • ue 1 


Ma t ch length 


O D 


-6 laenriLy 


O 0 




/ Zi.priri9 '^'^9 \ h-^mrii-h*:i-|- 1 r-^^ T nr*ni-fii n T A"r;^hi r3on*=5 Is thalianal 

\r^S^\J\J^,^>j^f 11 Y L.) w L> XiC Li X X kJJ_ U L.C?-Lli L r^J- ClU -1- *wt^^ O -1> O L-i Id -J- t*.AA<-i J 


beq. JNo . 




oecj. lu 




LYie uuoa 


DljriO 1 IN 




goyooi?oi 


BLAST score 


150 


E value 


6.0e-79 


Match length 


9R 
Zoo 


% identity 




NCBI Description 


AraDiQOpsis una ±1 ana genoimc uw/if ciixuxiLuouiuti o/ ±riv.-f t^xuiic 






Seq. No. 




Cc^r-t T n 
oeq. iJJ 


T TR9d — n'^9— nl — F1 — "Rfi 


Method, 


■RT aQfV 
oJUriO i A 




goi D y 1 / O 


BLAST score 


zyu 


E value 


2.0e-26 


Match length 


63 


% identity 


o y 


NCBI Description 


4 41 U ± y pULaulve SeXTine CarJL)UAypcpUXU.aoC ± [■"■xa.ijx^a^-'^ox 




L.na±ianaj -^gi o44ozxd t/iuuu^/ooj pur.ai,xve sexrxrit? 




carDOxypep uxaajbc x ["xaijxLiupoXiD uiicixxciiici j 


Seq. No. 


T T Q R T 


beq. lu 


T TRO/I —fl "39— Al — Fl — TTl 9 

JjXJdZ 4t u oz y X rjX jIjXZ 


Method 


RT n CT^M 




rtA ^9,1 kA^ 
gfi 00 / X 


BLAST score 


109 


E value 


9.0e-55 


LYia X- cn ± e ny t_ n 


1 "37 

XO / 


% identity 


yo 


NCBI Description 


AraDiuopsis Tinaxxana ciiroitiosoiiie x d/^L/ rzuuzx ytJiiuiiixw 




sequence / complete seguence 


Seq. No. 


1 0 n c T T 

139577 


Seq. ID 


LIB24-032-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g4589418 


BLAST score 


208 


E value 


l.Oe-113 



16886 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21G20, complete sequence 

139578 

LIB24-032-Q1-E1-F10 

BLASTX 

g267073 

630 

6.0e-66 

115 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

139579 

LIB24-032-Q1-E1-H1 

BLASTN 

g3046854 

48 

6.0e-18 

174 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 

139580 

LIB24-033-Q1-E1-A4 

BLASTN 

g4753195 

123 

5.0e-63 

192 

99 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

139581 

LIB24-033-Q1-E1-A7 

BLASTN 

g3128139 

244 

l.Oe-135 

381 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

139582 

LIB24-033-Q1-E1-B8 

BLASTN 

g3859590 

213 

l.Oe-116 



16887 



Match length 

% identity 

NCBI Description 

Seq, No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



381 
100 

Arabidopsis thai i ana BAG T15B16 
139583 

LIB24-033-Q1-E1-B9 

BLASTN 

g3510344 

53 

7.0e-21 

130 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJG14, complete sequence [Arabidopsis thaliana] 

139584 

LIB24-033-Q1-E1-C11 

BLASTN 

g2642152 

225 

l.Oe-123 

388 
100 

Arabidopsis thaliana chromosome II BAG T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139585 

LIB24-033-Q1-E1-C3 

BLASTN 

g2827698 

206 

l.Oe-112 

365 

100 

Arabidopsis thaliana DNA chromosome 5, BAG clone F6H11 
(ESSAII project) 

139586 

LIB24-033-Q1-E1-C9 

BLASTX 

g3915023 

474 

l.Oe-47 

105 

87 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUGOSYLTRANSFERASE 1) 
>gi_2588888_dbj__BAA23213_ {AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

139587 

LIB24-033-Q1-E1-D12 

BLASTX 

g3549670 

522 

2.0e-53 
101 



16888 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AL031394) putative protein [Arabidopsis thaliana] 
139588 

LIB24-033-Q1-E1-E12 

BLASTX 

g4538923 

202 

2.0e-16 

55 
73 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 

139589 

LIB24-033-Q1-E1-E6 

BLASTN 

g4220635 

230 

l.Oe-126 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139590 

LIB24-033-Q1-E1-F1 

BLASTN 

g2244829 

364 

0. Oe+OO 

364 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


139591 




Seq, ID 


LIB24-033- 


Q1-E1-F12 


Method 


BLASTX 




NCBI GI 


g3953471 




BLAST score 


406 




E value 


9.0e-40 




Match length 


124 




% identity 


56 




NCBI Description 


{AC002328) 


F2202.16 


Seq. No. 


139592 




Seq. ID 


LIB24-034- 


Q1-E1-C3 


Method 


BLASTX 




NCBI GI 


g4755189 




BLAST score 


230 




E value 


l.Oe-19 




Match length 


59 




% identity 


71 




NCBI Description 


(AC007018) 


putative 


Seq. No. 


139593 





16889 




beq. ID 


TTT30^ r\0 A r\'\ TPl riQ 

LiBii:4-U J4-Q1-L1-U0 


Ms t hod. 


DT "A C!T\T 
DLitiO IN 




goZ4Z / uu 


BLAST score 


240 


E value 


l.Oe-132 


Marcn lengrn 


Zo4 


-6 laentity 




NCBI Description 


Arabidopsis thaliana chromosome II BAG F26B6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139594 


Seq. ID 


LIBz4-(J J4-Q1-E1-G12 


Method 


"DT A OfM 




g4ioy / Do 


BLAST score 


202 


E value 


l.Oe-110 


Matcn length 


O O /" 


^ Identity 


y / 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MKP6, complete sequence 


Seq. No. 


139595 


beq. ID 


LIBz4-UoC>-Qi-El-CZ 


Method 


■QT 7\ orpv 

biiAblA 


NCBI GI 


g2408068 


BLAST score 


323 


E value 


6. Oe-30 


Match length 


124 


% identity 


48 


NCBI Description 


{Z99165) hypothetical protein [Schizosaccharomyces pombe] 


Seq. No. 


139596 


Seq. ID 


LIB24-035-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


g4646198 


BLAST score 


101 


E value 


2 . Oe-36 


Match length 


105 


% identity 


78 


NLBi Description 


(ACUu/ZJu) T23K8.D [Arabidopsis thaliana] 


Seq. No. 


139597 


Seq. ID 


LIB24-035-Q1-E1-F8 


Method 


■OT 7\ OnT\T 

bliAblN 




goo Joi 


BLAST score 


290 


E value 


l.Oe-162 


Match length 


O /" o 

Job 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAG T8F5 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


139598 


Seq, ID 


LIB24-035-Q1-E1-G12 


Method 


BLASTX 


NCBI GI 


g2190187 


BLAST score 


196 



16890 



E value 
Match length 
% identity 
NCBI Description 



3.0e-15 
91 
16 

(D64087) nuclear matrix constituent protein 1 (NMCPl) 
[Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139599 

LIB24-036-Q1-E1-A4 

BLASTX 

g2317901 

477 

4.0e-48 

108 

80 

(U8 9959) Similar to vesicle transport protein. 
Accession Number A55931 [Arabidopsis thaliana] 

139600 

LIB24-036-Q1-E1-A8 

BLASTN 

gl322277 

220 

l.Oe-121 

220 

100 

Arabidopsis thaliana cyclophilin (R0C4) gene, 
encoding chloroplast protein, complete cds 



139601 

LIB24-036-Q1-E1-B2 

BLASTN 

g4691223 

96 

4.0e-47 

112 

96 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



PIR 



nuclear gene 



BAC clone F4F15 



139602 

LIB24-036-Q1-E1-D2 

BLASTN 

g4519183 

181 

2.0e-97 

221 

95 

Arabidopsis thaliana genomic DNA, 
K15C23, complete sequence 

139603 

LIB24-036-Q1-E1-D3 

BLASTX 

g3461814 

484 

4.0e-49 
95 



chromosome 5, TAG clone: 



16891 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

97 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
139604 

LIB24-036-Q1-E1-E8 

BLASTN 

g2275194 

178 

2.0e-95 

182 

99 

Arabidopsis thaliana chromosome II BAG T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139605 

LIB24-036-Q1-E1-F7 

BLASTX 

g4056434 

262 

5.0e-23 

52 
100 

(AC005990) Similar to OBP32pep protein gb_U37 698 from 
Arabidopsis thaliana. [Arabidopsis thaliana] 

139606 

LIB24-036-Q1-E1-G3 

BLASTN 

g3831448 

110 

2.0e-55 

131 

95 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139607 

LIB24-036-Q1-E1-G6 

BLASTX 

gll71429 

56 

2.0e-12 

70 

61 

{U44028) CKC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139608 

LIB24-037-Q1-E1-A12 

BLASTX 

g4586248 

363 

l.Oe-34 

68 

100 

(AL049640) 
thaliana] 



growth factor like protein [Arabidopsis 



16892 



Seq. No. 


139609 


Seq, ID 


LIB24-037-Q1-E2-A4 


Method 


BLASTX 


NCBI GI 


g4539404 


BLAST score 


195 


E value 


4 . Oe-15 


Match length 


106 


% identity 


43 


NCBI Description 


(AL049524) DUtative orotein rArabldnnqi q th;^! i ;^n;^ 1 


Seq, No. 


139610 


Seq. ID 


LIB24-037-Q1-E2-B1 


Method 


BLASTN 


NCBI GI 


g2494106 


BLAST score 


132 


E value 


3.0e-68 


Match length 


219 


% identity 


96 


NCBI Description 


Arabidon*:?! <^ thslisn;^ nhn^onnoQnmpi 1 YAP YTTPPRI 9"R QorrTio-ni^o 

■"-1- o.Aj' -1- '^v^^ o J. o L-iic-LXciiici. V— Kjiuvjo^-^iLLc: J. iri^ xuiTOnJ-^Xx otSULlfciiloc / 




coniDlete secuence fArabidoDsis thalianal 


Seq. No. 


139611 


Seq. ID 


LIB24-037-Q1-E2-D12 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


408 


E value 


3.0e-40 


Match length 


74 


% identity 


100 



NCBI Description 



TUBULIN ALPHA-1 CHAIN >gi__211927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 {U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



139612 

LIB24-037-Q1-E2-E3 

BLASTX 

g4583656 

170 

3.0e-12 

85 

47 

(AJ010592) ubiquit in-conjugating enzyme [Guillardia theta] 
139613 

LIB24-038-Q1-E1-F12 

BLASTN 

g2828278 

173 

l.Oe-92 

311 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

139614 

LIB24-038-Q1-E1-F9 
BLASTN 



16893 



II 



NCBI GI 


g3309085 


BLAST score 


83 


E value 


6,0e-39 


Match length 


91 


% identity 


98 


NCBI Description 


Arabidon*=! "i^ ■hhalisns r';^lr'in(=m'rin R— Inlro -r\-ro-hoi-n / r*TiT '5 




niRNA/ complete cds 


Seq, No. 


139615 


Seq. ID 


LIB24-038-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g2245070 


BLAST score 


201 


E value 


l.Oe-15 


Match length 


92 


% identity 


43 


NCBI Description 


(Z97342) hypothetical Drotein fArabidoosis thalianal 


Seq. No. 


139616 


Seq. ID 


LIB24-038-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g3924596 


BLAST score 


532 


E value 


l.Oe-54 


Match length 


108 


% identity 


93 


NCBI Descrintinn 


uo^fi f±z J puLdcive pnospno ser/Enr pnospnatiase 




FArabidoDsi?; thsliansl 


Seq. No. 


139617 


Seq. ID 


LIB2 4-038 -01-E1-H7 


Method 


BLASTN 


NCBI GI 


g4567259 


BLAST score 


105 


E value 


3.0e-52 


Match length 


205 


% identity 


43 


NCBI Description 


Arabidr>D«i 1 i~Vi;^ 1 i ^i'n;^ r'lrmTnnQrMnca TT "REr" TP'XJ^O'X rr^T-K^m-i 




seouence, coitioletp se^miprinf:^ 


Seq. No. 


139618 


Seq. ID 


LIB24-038-O1-E1-H9 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


352 


E value 


2.0e-33 


Match length 


108 


% identity 


62 


NCBI Description 


(AC005623) putative argonaute protein [Arabidopsis 




thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



139619 

LIB24-039-Q1-E1-F10 

BLASTN 

g4079614 

170 

l,0e-90 



16894 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



364 
98 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139620 

LIB24-039-Q1-E1-G4 

BLASTX 

gll5783 

444 

3.0e-44 

83 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb__CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



139621 

LIB24-039-Q1-E1-H12 

BLASTX 

g2347209 

404 

9.0e-40 

80 
96 

(AC002338) EGF receptor like protein isolog [Arabidopsis 
thaliana] 

139622 

LIB24-040-Q1-E1-B12 

BLASTX 

g2317910 

292 

2.0e-26 

54 

98 

(U89959) CERl protein [Arabidopsis thaliana] 
139623 

LIB24-040-Q1-E1-F11 

BLASTN 

g4309683 

251 

l.Oe-139 

312 

96 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

139624 

LIB24-040-Q1-E1-G11 

BLASTN 

g3128137 

328 

O.Oe+00 
344 



16895 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K9I9, complete sequence [Arabidopsis thaliana] 

139625 

LIB24-041-Q1-E1-A6 

BLASTN 

g2342673 

414 

0. 0e+00 
414 
100 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

139626 

LIB24-041-Q1-E1-C1 

BLASTN 

g4454587 

75 

3.0e-34 

235 

98 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

139627 

LIB24-041-Q1-E1-D3 

BLASTX 

g2459421 

518 

8.0e-53 

111 

88 

(AC002332) putative calciiam-binding EF-hand protein 
[Arabidopsis thaliana] 

139628 

LIB24-041-Q1-E1-D7 

BLASTX 

g3025189 

245 

6.0e-21 
94 

50 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17 672_ (D90908) ABCl-like [Synechocystis 
sp.] 

139629 

LIB24-041-Q1-E1-E12 

BLASTX 

g3212877 

541 

2.0e-55 

123 

89 



16896 



NCBI Description (AC004005) Lea-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139630 

LIB24-041-Q1-E1-G7 

BLASTN 

g4519183 

375 

O.Oe+00 

402 

98 

Arabidopsis thaliana genomic 
K15C23, complete sequence 



DNA^ chromosome 5, TAC clone 



139631 

LIB24-042-Q1-E1-B12 

BLASTN 

g4217996 

144 

l.Oe-75 

152 

99 

Arabidopsis thaliana chromosome II BAC F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139632 

LIB24-042-Q1-E1-D1 

BLASTN 

g4757396 

61 

l.Oe-25 

216 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8A10, complete sequence 

139633 

LIB24-042-Q1-E1-E1 

BLASTN 

g4757662 

215 

l.Oe-117 

413 

99 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

139634 

LIB24-042-Q1-E1-E12 

BLASTX 

gl706318 

514 

2.0e-52 

119 

80 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase ■ 

tomato >gi_995555_emb__CAA56812_ {X80840) homology to 



16897 



II 



pyroxicial-5' -phosphate-dependant glutamate decarboxylases; 
putative start codon [Lycopersicon esculentum] 



Seq. No, 


139635 


Seq. ID 


LIB24-042-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


a4063737 


BLAST score 


198 


E value 


1 Oe-107 


Match lenath 


198 


% ident "i t v 


100 


NCBI Descrintinn 


xii_ CLyJ J- K^Kj ^ O -L O J.CIX X di let. 




spnueripe. pnTnr>lpt"P 


Seq. No. 


139636 


Seq. ID 


LIB24-042-Q1-E1-E5 


Method 


BLASTN 


NCBI GI 


a2191126 


BLAST scorp 


179 


F. 1 UP 

i-J V -1— 


dp-96 




*± VJ u 




1 no 

_L W U 


NCBI Descrintion 


x^-i- ClU JL\_lU^O -L O L-iid-L J- CLi Id 


Seq. No. 


139637 


Seq. ID 


LIB24-042-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


g4757392 


BLAST score 


216 


E value 


l.Oe-118 


Match length 


412 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



DNA, chromosome 3, TAG clone: 



K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139638 

LIB24-042-Q1-E1-F4 

BLASTX 

g4760345 

156 

2.0e-10 

90 

38 

(AL049769) hypothetical protein [Schizosaccharomyces pombe] 
139639 

LIB24-042-Q1-E1-F5 

BLASTX 

g3426035 

478 

4.0e-48 

128 

77 

(AC005168) putative ripening-associated protein 
[Arabidopsis thaliana] 



Seq. No. 



139640 



16898 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-042-Q1-E1-F8 

BLASTX 

gl702986 

508 

l.Oe-51 

103 
100 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi__1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

139641 

LIB24-042-Q1-E1-G2 

BLASTX 

gl362007 

729 

l.Oe-77 

136 
99 

thioglucosidase (EC 3,2.3.1) - Arabidopsis thaliana 
>gi_871992_einb_CAA55787_ (X79195) thioglucosidase 
[Arabidopsis thaliana] 

139642 

LIB24-042-Q1-E1-H12 

BLASTX 

g2982583 

652 

l.Oe-68 

126 

100 

{AJ003135) polygalacturonase [Arabidopsis thaliana] 
>gi_3152948_erab_CAA06610_ (AJ005584) polygalacturonase 
[Arabidopsis thaliana] 

139643 

LIB24-042-Q1-E1-H8 

BLASTX 

g416758 

335 

7.0e-32 

73 

79 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi__166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi__445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

139644 

LIB24-043-Q1-E1-A6 

BLASTN 

g2529657 

93 

2.0e-45 

114 

94 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 



16899 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
" % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139645 

LIB24-043-Q1-E1-B9 

BLASTN 

g3046852 

195 

l.Oe-106 

199 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ16, complete sequence [Arabidopsis thaliana] 



PI clone 



139646 

LIB24-043-Q1-E1-F8 

BLASTN 

g3420042 

110 

4.0e-55 

231 

100 

Arabidopsis thaliana chromosome II BAG T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139647 

LIB24-043-Q1-E1-G4 

BLASTN 

g3449329 

201 

l.Oe-109 

365 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 



PI clone 



139648 

LIB24-043-Q1-E1-G5 

BLASTX 

g4234768 

495 

4.0e-50 

92 

100 

(AF0694 68) sterol-C5-desaturase [Arabidopsis thaliana] 
139649 

LIB24-044-Q1-E1-A2 

BLASTX 

g4454037 

655 

6.0e-69 

123 

98 

{AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 



139650 



16900 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-044-Q1-E1-A9 

BLASTX 

g418133 

265 

3.0e-23 

51 

100 

ANTHRANILATE SYNTHASE COMPONENT I-l PRECURSOR >gi_166604 
(M92353) anthranilate synthase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139651 

LIB24-044-Q1-E1-B8 

BLASTX 

g3403234 

328 

l,0e-30 

111 

53 

(AF071543) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
N-methyltransferase [Spinacia oleracea] >gi_3403238 
(AF071545) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit N-methyltransferase II [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139652 

LIB24-044-Q1-E1-D4 

BLASTX 

g2501603 

158 

l,0e-10 

44 

66 

HYPOTHETICAL 77.0 KD PROTEIN IN HES1-SEC63 INTERGENIC 

REGION >gi_2132095_pir S67136 hypothetical protein YOR243c 

- yeast (Saccharomyces cerevisiae) 
>gi_1420554_emb_CAA99464_ {Z75151) ORE YOR243c 
[Saccharomyces cerevisiae] 



Seq. No. 


139653 


Seq. ID 


LIB24-044-Q1-E1-E1 


Method 


BLASTN 


NCBI GI 


gll81530 


BLAST score 


"85 


E value 


5.0e-40 


Match length 


85 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


139654 


Seq. ID 


LIB24-044-Q1-E1-F11 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


324 


E value 


O.Oe+00 


Match length 


328 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



(Thi2.1) mRNA, complete cds 



II BAC F6E13 genomic 



16901 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
139655 

LIB24-044-Q1-E1-G12 

BLASTN 

g2564050 

221 

l,0e-121 

225 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MUA22, complete sequence [Arabidopsis thaliana] 

139656 

LIB24-044-Q1-E1-G8 

BLASTN 

g4757406 

80 

3.0e-37 

214 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPF21, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 



139657 

LIB24-044-Q1-E1-H3 

BLASTX 

g3608140 

255 

5.0e-22 

84 

61 

(AC005314) unknown protein [Arabidopsis thaliana] 
139658 

LIB24-045-Q1-E1-A4 

BLASTX 

g2244752 

208 

5.0e-17 

55 

75 

(297335) hypothetical protein [Arabidopsis thaliana] 
139659 

LIB24-045-Q1-E1-B10 

BLASTX 

g2673917 

339 

2,0e-32 

68 

97 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

139660 

LIB24-045-Q1-E1-D6 



16902 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2914700 

298 

l.Oe-27 

60 
95 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



139661 

LIB24-045-Q1-E1-E4 

BLASTN 

g3608126 

362 

O.Oe+00 

383 

100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139662 

LIB24-045-Q1-E1-F2 

BLASTX 

g3292820 

144 

4.0e-09 

35 
86 

{AL031018 
thaliana] 



) putative MADS Box / AGL protein [Arabidopsis 



139663 

LIB24-045-Q1-E1-F4 

BLASTX 

g4580953 

316 

3.0e-29 

126 

52 

(AF117734) glycerol kinase-like protein 2 [Mus musculus] 
139664 

MB24-045-Q1-E1-F5 

BLASTX 

g3152585 

241 

2.0e-20 

64 

72 

(AC002986) 
TM018A10.6 
thaliana] 



Contains similarity to auxin-induced protein 
from A. thaliana BAC gb_AF013294. [Arabidopsis 



139665 

LIB24-045-Q1-E1-G8 

BLASTX 

g4586117 



16903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

5.0e-24 

67 

75 

(AL04 9638) putative protein [Arabidopsis thaliana] 
139666 

LIB24-045-Q1-E1-H10 

BLASTX 

g4106340 

234 

4.0e-20 

46 

100 

{AF062396) protein phosphatase 2A regulatory subunit 
isoform B' delta [Arabidopsis thaliana] 

139667 

LIB24-045-Q1-E1-H6 

BLASTX 

gl076294 

346 

l.Oe-32 

91 

71 

ATAF2 protein - Arabidopsis thaliana 
139668 

LIB24-046-Q1-E1-B5 

BLASTX 

gl350783 

200 

l.Oe-15 

125 

5 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi__28424 92_emb_CAA16889_ {AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

139669 

LIB24-04 6-Q1-E1-B7 

BLASTN 

g3641835 

336 

O.Oe+00 

381 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T4L20 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139670 

LIB24-046-Q1-E1-C11 

BLASTN 

g2150022 



16904 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

2.0e-46 

155 

95 

Arabidopsis thaliana receptor-like kinase LECRKl (LECRKl) 
gene^ complete cds 

139671 

LIB24-046-Q1-E1-C8 

BLASTN 

g2477521 

109 

7,0e-55 

109 

100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139672 

LIB24-046-Q1-E1-E7 

BLASTX 

g4544445 

157 

2.0e-10 

81 

48 

{AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 

139673 

LIB24-046-Q1-E1-F2 

BLASTN 

g4027862 

250 

l.Oe-138 

262 

99 

Arabidopsis thaliana chromosome 1 BAC T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

139674 

LIB24-046-Q1-E1-F3 

BLASTX 

g3668173 

576 

l,0e-59 
121 
93 

{AB006777 
thaliana] 



vegetative storage protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



139675 

LIB24-046-Q1-E1-G5 

BLASTX 

g3738338 

243 

l.Oe-20 



16905 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



84 
62 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 

139676 

LIB24-046-Q1-E1-H3 

BLASTN 

g2651294 

81 

2.0e-38 

85 

99 

Arabidopsis thaliana chromosome II BAC T2P4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139677 

LIB24-046-Q1-E1-H7 

BLASTX 

g2335099 

210 

6.0e-17 

72 

57 

(AC002339) unknown protein [Arabidopsis thaliana] 
139678 

LIB24-047-Q1-E1-A11 

BLASTX 

g2511590 

608 

2.0e-63 

119 

100 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBDl [Arabidopsis 
thaliana] 

139679 

LIB24-047-Q1-E1-A6 

BLASTN 

g4589410 

385 

O.Oe+00 

385 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

139680 

LIB24-04 7-Q1-E1-B5 

BLASTX 

g2245080 

249 

3.0e-21 
121 



16906 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 

(Z97343) myosin heavy chain homolog [Arabidopsis thaliana] 
139681 

LIB24-047-Q1-E1-B8 

BLASTX 

gl66765 

525 

l.Oe-53 

104 

96 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 



139682 

LIB24-047-Q1-E1-C4 

BLASTX 

g2244987 

659 

2.0e-69 

134 

92 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 

139683 

LIB24-047-Q1-E1-D6 

BLASTX 

g2499607 

718 

3.0e-76 

138 

99 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 3 (MAP KINASE 3) 

(ATMPK3) >gi_629544_pir S40469 mitogen-activated protein 

kinase 3 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457398_dbj_BAA04866_ (D21839) MAP kinase [Arabidopsis 
thaliana] 

139684 

LIB24-047-Q1-E1-E2 

BLASTX 

g3025299 

363 

l.Oe-34 

73 

96 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
{AF002109) ABCl isolog [Arabidopsis thaliana] 

139685 

LIB24-047-Q1-E1-E5 

BLASTN 

g4220643 

88 

4.0e-42 

195 

94 



16907 



II 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



139686 

LIB24-047-Q1-E1-E7 

BLASTX 

g399392 

370 

2.0e-35 

119 

65 

DIHYDROLIPOAMIDE DEHYDROGENASE PRECURSOR (GLYCINE CLEAVAGE 
SYSTEM L PROTEIN) >gi_100037_pir_S22384 dihydrolipoamide 
dehydrogenase (EC 1.8.1.4) - garden pea 
>gi_20806_emb_CAA45066_ (X63464) dihydrolipoamide 
dehydrogenase [Pisum sativum] 

139687 

LIB24-047-Q1-E1-F5 

BLASTN 

g3063690 

148 

l.Oe-77 

373 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

139688 

LIB24-047-Q1-E1-F9 

BLASTX 

g729478 

624 

3.0e-65 

130 

86 

FERREDOXIN—NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] 

139689 

LIB24-047-Q1-E1-G10 

BLASTX 

g4587552 

685 

2.0e-72 

139 

100 

{AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb T46213, 
gb_T42164, gb_T43682, gb_N96380, gb_T42973, gb ~ 

139690 

LIB24-047-Q1-E1-G4 

BLASTN 

g3399678 



16908 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



382 

O.Oe+00 

398 

99 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

139691 

LIB24-04 8-Q1-E1-G10 

BLASTX 

g4185142 

572 

3.0e-59 

111 

99 

(AC005724) putative DNA repair and recombination protein of 
the SNF2 family [Arabidopsis thaliana] 

139692 

LIB24-048-Q1-E1-G2 

BLASTN 

g3702724 

149 

l.Oe-78 

149 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 

139693 

LIB24-048-Q1-E1-H3 

BLASTN 

g2914688 

92 

3.0e-44 

306 

97 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139694 

LIB24-048-Q1-E2-A4 

BLASTN 

g4584841 

413 

O.Oe+00 

413 

100 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

139695 

LIB24-048-Q1-E2-D3 

BLASTN 

g3510337 

237 

l.Oe-131 



16909 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 

139696 

LIB24-048-Q1-E2-D7 

BLASTX 

g99688 

372 

l.Oe-35 

73 

100 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

139697 

LIB24-048-Q1-E2-E8 

BLASTX 

g4325324 

774 

8.0e-83 

145 
100 

{AF125574] 
thaliana] 



lysyl-tRNA synthetase; LysRS [Arabidopsis 



139698 

LIB24-048-Q1-E2-G7 

BLASTN 

g2244991 

426 

O.Oe+00 

426 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



139699 

LIB24-049-Q1-E2-C11 

BLASTN 

g4204173 

158 

2.0e-83 

411 

100 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence, 



139700 

LIB24-049-Q1-E2-E10 

BLASTN 

g2815404 

290 

l.Oe-162 
298 



16910 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 

139701 

LIB24-049-Q1-E2-E11 

BLASTX 

g2997767 

724 

6.0e-77 

139 

34 

(AF054 906) myrosinase-binding protein homolog [Arabidopsis 
thaliana] 

139702 

LIB24-049-Q1-E2-F9 

BLASTX 

gl912286 

559 

l.Oe-57 

106 

100 

(039568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi_2194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gb_U39568) . EST 
gb_T41959 comes from this gene. [Arabidopsis thaliana] 

139703 

LIB24-049-Q1-E2-H5 

BLASTX 

g4467147 

220 

4.0e-18 

103 

52 

(AL035540) putative protein [Arabidopsis thaliana] 
139704 

LIB24-050-Q1-E1-B11 

BLASTN 

gl946354 

281 

l.Oe-157 

281 

100 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

139705 

LIB24-050-Q1-E1-H2 

BLASTN 

g2924505 

119 

2.0e-60 

221 
97 



16911 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone M4E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139706 

LIB24-050-Q1-E1-H5 

BLASTX 

g3702339 

445 

2.0e-44 

104 

85 

(AC005397) unknown protein [Arabidopsis thaliana] 
139707 

LIB24-051-Q1-E1-B3 

BLASTN 

g3746057 

301 

l.Oe-169 

301 

100 

Arabidopsis thaliana chromosome II BAC T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139708 

LIB24-051-Q1-E1-B9 

BLASTX 

g2462749 

164 

2,0e-14 

54 

76 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

139709 

LIB24-051-Q1-E1-F9 

BLASTN 

g4159708 

203 

l.Oe-110 

280 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 

139710 

LIB24-051-Q1-E1-G1 

BLASTX 

gl076511 

352 

l.Oe-33 

86 

73 

H+-transporting ATPase {EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ {X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 



16912 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139711 

LIB24-051-Q1-E1-G12 

BLASTX 

g2315451 

158 

9.0e-ll 

88 

32 

{AF016448) No definition line found [Caenorhabditis 
elegans] 

139712 

LIB24-051-Q1-E1-G2 

BLASTN 

g4220632 

105 

2.0e-52 

146 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K6M13, complete sequence [Arabidopsis thaliana] 

139713 

LIB24-052-Q1-E1-B5 

BLASTN 

g3927822 

79 

4.0e-37 

83 

99 

Arabidopsis thaliana chromosome II BAG F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139714 

LIB24-052-Q1-E1-B7 

BLASTX 

g832876 

437 

2.0e-43 

98 

86 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

139715 

LIB24-052-Q1-E1-F10 

BLASTX 

g2832674 

248 

9.0e-22 

58 
86 

{AL021712) fibrillin precursor-like protein [Arabidopsis 
thaliana] 



16913 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139716 

LIB24-052-Q1-E1-H10 

BLASTX 

g2129738 

448 

6.0e-45 

88 

97 

shaggy-like kinase dzeta - Arabidopsis thaliana 
>gi_1225913_emb_CAA64408_ (X94938) shaggy-like kinase dzeta 
[Arabidopsis thaliana] >gi_1669653__emb_CAA70483_ (Y09300) 
serine/threonine kinase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139717 

LIB24-052-Q1-E1-H3 

BLASTN 

g4371278 

223 

l.Oe-122 

227 

100 

Arabidopsis thaliana chromosome II BAG T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139718 

LIB24-052-Q1-E1-H8 

BLASTX 

g2129755 

382 

3.0e-37 

87 

90 

tryptophan synthase 
thaliana >gi_619753 



(EC 4.2, 
(U18993) 



1,20) alpha chain - Arabidopsis 
_ _ . tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_1585768_prf 2201482A Trp 

synthase :SUBUNIT=alpha [Arabidopsis thaliana] 



139719 

LIB24-052-Q1-E2-C12 

BLASTN 

g2880038 

159 

2.0e-84 

171 

99 

Arabidopsis thaliana chromosome II BAG T11J7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139720 

LIB24-052-Q1-E2-H10 

BLASTX 

g2129738 

371 

4.0e-36 

75 

96 

shaggy-like kinase dzeta - Arabidopsis thaliana 
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>gi_1225913_einb_CAA64408_ (X94 938) shaggy-like kinase dzeta 
[Arabidopsis thaliana] >gi_1669653_emb_CAA704 83_ {Y09300) 
serine /threonine kinase [Arabidopsis thaliana] 



Seq. No. 


139721 


Seq. ID 


LTR?4-nS^-m -Fl -R1 1 
xjxo^i vj^j ^x Hix oxx 


Method 


RT.ASTX 


NCBI GI 




BIiAST score 


655 


E V3 1 np 




Mr^tph 1 pnrr'hh 


X O T 


% identity 


88 


NCBI Description 


fY09533^ inVOlvpH in <^1~;^r*ph mpl-^ibia T i cm rQ/^ljamTm 
\ ^ / xiA V k-^x V xii ot-dXOli iLlCi L. ctiJctX X oilL [OUXdXXLUU 


Seq, No. 


139722 


Seq. ID 


LIB24-053-Q1-E1-C3 


Method 


RT.A^^TN 


NCBI GI 


y<i.u:7uuxo 


BLAST SPOTP 




E value 


1 0e-2n 




o o 


^ xuciiL. JL uy 






^ixdijxuopsis cnaxiana genomic UNA^ cnroinosome Of 




riA^w^!?/ compxeLe sequence [AraDiaopsis tnalianaj 


Seq. No. 


139723 


Sprr in 

O >3 • X 






■RT Z1<5!TY 






BLAST =!m"rp 




Hj V CLX u.^ 


o . ue z / 




DU 


o -i-v^di L. X L. y 


X u u 


NCBI Description 


\ri.\^Kj\j\j^ t i} rxuxx.^u [rixduxcjiopsis Tznaxianaj 


Seq. No, 


139724 


Sea ID 


T.TR94 — DR'^-m -P9— 




RT ZVQTY 




y Z XZ yo / 0 






Hi VCtXlXC 


X . ue— o4 




xu y 


9: "i Hprrh "i +*\7' 

O XUC:ilL.XL.^ 




NCBI Descrint 1 nn 


jjiN-H. xtspd-xx: pxouexn noiuoxog AJrnara — Araoidopsis 


Seq. No. 


139725 


Seq. ID 


LIB24-053-Q1-E2-D3 


Method 


BLASTN 


NCBI GI 


g4741184 


BLAST score 


160 


E value 


4.0e-85 


Match length 


160 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone 




{ESSA project) 



PI clone: 



T23J7 



Seq. No. 



139726 



16915 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-054-Q1-E1-C1 

BLASTX 

g3668173 

565 

2.0e-58 

120 

93 

(AB006777) vegetative storage protein [Arabidopsis 
thaliana] 

139727 

LIB24-054-Q1-E1-F7 

BLASTN 

g3510336 

154 

l.Oe-81 

166 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

139728 

LIB24-054-Q1-E1-G7 

BLASTX 

g3738302 

498 

l.Oe-50 

103 

94 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

139729 

LIB24-056-Q1-E2-E2 

BLASTX 

g4185511 

445 

2.0e-44 

88 

98 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 

139730 

LIB24-056-Q1-E2-E6 

BLASTN 

g2656025 

38 

4.0e-12 

204 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 
Seq. ID 



139731 

LIB24-056-Q1-E2-E7 



16916 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 



BLASTX 

g2459445 

181 

2.0e-13 

85 
21 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 

139732 

LIB24-056-Q1-E2-E8 

BLASTN 

g4589430 

201 

l.Oe-109 

217 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLD14, complete sequence 

139733 

LIB24-056-Q1-E2-F7 

BLASTX 

g585536 

340 

3.0e-32 

82 

79 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 {L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb__CAA55786_ {X79194) 
thioglucosidase [Arabidopsis thaliana] 

139734 

LIB24-058-Q1-E1-A11 

BLASTN 

g2914688 

164 

4,0e-87 

292 

100 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139735 

LIB24-058-Q1-E1-A3 

BLASTN 

g3158375 

79 

6.0e-37 

127 

91 

Arabidopsis thaliana SENS mRNA, partial cds 
139736 

LIB24-058-Q1-E1-C6 



16917 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g401213 

418 

2.0e-41 

93 

88 

ANTHRANILATE PHOSPHORIBOSYLTRANSFERASE PRECURSOR >gi_1667 92 
{M96073) phosphoribosylanthranilate transferase 

[Arabidopsis thaliana] >gi_445600_prf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 
thaliana] 



Qprr No 


1 ^Q7?7 
± ^ y / o f 


Seq. ID 


LIB24-058-Q1-E1-D10 


Method 


BLASTN 




g^zozo4 o 


Dij/io i score 




E value 


o . Ue-12 




A a 

4 O 


% identity 




iNUrii Description 


Arabidopsis thaliana 


Ocr<-J • DiO • 


1 J y / OO 


Con- TH 




Method 


BLASTN 


NCBI GI 


gl297301 


DiiAo i score 


o o 


E value 


z . Oe-38 


jxiaucn lengtn 


o o o 

233 


'6 laencity 




WLrii uescription 


Arabidopsis thaliana 


Seq. No. 


139739 


Seq. ID 


LIB24-058-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


g4589446 


BLAST score 


99 


E value 


l.Oe-48 


Match length 


175 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 




T12B11, complete seqi 


Seq. No. 


139740 


Seq. ID 


LIB24-058-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


g3461835 


BLAST score 


176 


E value 


9.0e-13 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



130 
34 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

139741 

LIB24-059-Q1-E1-A8 



16918 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2351073 

115 

6.0e-58 

319 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MYJ24, complete sequence [Arabidopsis thaliana] 



clone ; 



139742 

LIB24-059-Q1-E1-D11 

BLASTN 

g2880038 

133 

9.0e-69 

301 

98 

Arabidopsis thaliana chromosome II BAC T11J7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139743 

LIB24-059-Q1-E1-E12 

BLASTX 

g3785977 

342 

3.0e-32 

122 

49 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

139744 

LIB24-059-Q1-E1-F10 

BLASTN 

g4191771 

173 

2.0e-92 

345 

97 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139745 

LIB24-060-Q1-E1-B7 

BLASTX 

g2598227 

701 

3.0e-74 

141 

98 

{AJ222585) AT -hook protein 1 [Arabidopsis thaliana] 
139746 

LIB24-060-Q1-E1-C5 

BLASTX 

g4455159 

430 



16919 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-42 

114 

67 

{AL021687) putative protein [Arabidopsis thaliana] 
139747 

LIB24-060-Q1-E1-D2 

BLASTX 

g3402697 

597 

3.0e-62 

111 

32 

(AC004261) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

139748 

LIB24-060-Q1-E1-D8 

BLASTN 

g2760168 

117 

5.0e-59 

345 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

139749 

LIB24-060-Q1-E1-E7 

BLASTX 

g3776567 

614 

4.0e-64 

141 

87 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

139750 

LIB24-060-Q1-E1-G10 

BLASTN 

g2351070 

176 

2.0e-94 

230 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 

139751 

LIB24-060-Q1-E1-G5 

BLASTX 

gl617036 

427 

2.0e-42 
106 



16920 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(Y08624) Ted2 [Vigna unguiculata] 
139752 

LIB24-060-Q1-E1-G7 

BLASTX 

g2529668 

215 

l.Oe-17 

89 

47 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 

photolyase/blue light photoreceptor PHR2 [Arabidopsis 

thaliana] 

139753 

LIB24-060-Q1-E1-G8 

BLASTN 

gl946354 

164 

2.0e-87 

176 

98 

Arabidopsis thaliana chromosome II BAG T06B20 genomic 
sequence, complete sequence 

139754 

LIB24-061-Q1-E1-A11 

BLASTX 

g3228517 

188 

l.Oe-14 

44 

84 

(AF007788) ETTIN [Arabidopsis thaliana] 
139755 

LIB24-061-Q1-E1-A6 

BLASTN 

g4521999 

293 

l.Oe-164 

297 

100 

Arabidopsis thaliana chromosome II BAG F2G1 genomic 
sequence, complete sequence 

139756 

LIB24-061-Q1-E1-A9 

BLASTN 

g3046854 

108 

5.0e-54 

108 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



16921 



MRG7, complete sequence [Arabidopsis thaliana] 



Seq. No, 


139757 


Seq. ID 


LIB24-061-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g3449329 


BLAST score 


393 


E value 


0 . Oe+00 


Match length 


393 


% identity 


50 


NCBT Descrintion 


ru. ClxJ J-^w|yoXO l^llCLJ-J-CLLLCi yciUJiLLXO UL^rXf (JILLU O IJilLtr >J f IT X 




LlLyiJ.^f O^kjUlL^ J_ C L.C OC^LldiOC CtJw'-L (^k^^ O J. O L.liClX J-dliCl J 


Seq. No. 


139758 


Seq. ID 


LIB24-061-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g4432846 


BLAST score 


298 


E value 


2.0e-27 


Match length 


78 


% identity 


76 


NCBI Description 




Seq, No. 


139759 


Seq. ID 


LIB24-061-Q1-E1-C11 


Method 


BLASTX 


NCBI GI 


a585012 


BLAST score 


425 


E value 


6.0e-42 


Match lencrth 


84 


% identity 


100 


NCBT De'=;pr "i nt 1 on 


PHYTOFMF nFRYnRDf^F'NACIF PRFPnRCiOR fPHYTPiPMl? nT?Q ATTTR AQT? ^ 
n i, J. vyniiNUi lvjcjII 1 ijr\woCjLNfaO£j i i\jCi^^ uiS-O WIN. ^ IT XI 1 1 kyiliLN III uiiiOral Urvrt-Oiij y 




>ai 289205 fL16237) nhvtnpne Hpqpl-iira <^fi f Ar^bi Hnn«?i 




thslianal >rri 9^44777 ^amH PARI 0900 ^7Q7'^'^R^ imnaTnoW 




^i- v-" L-CJ-ii ^i-UiU-LH—l- L^-lX Ctl_/XLi\J^O J_ O LiiCLXXClXlcl J 


Seq. No. 


139760 


Seq. ID 


LIB24-061-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g4567263 


BLAST score 


534 


E value 


1. Oe-54 


Match length 


103 


% identity 


100 


NCBI Descriotion 


*± ) ^ U. L_ d. L, -L V V_*CXX (-IXVXoXvJii Xii.ilXUXUUi Lril. ClIJXvJ.CJ Po 




1-ii.CLX XdXlCl J 


Seq, No. 


139761 


Seq. ID 


LIB24-061-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


g4512656 


BLAST score 


159 


E value 


4.0e-84 


Match length 


345 


% identity 


90 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D19 genomic 




sequence, complete sequence 



16922 



# 



SsQ. No. 


139762 


Seq. ID 


LIB24-061-O1-E1-D9 


Method 


BLASTX 


NCBI GI 


g2342690 


BLAST score 


235 


E valus 


1 . Oe-19 


Match lenath 


88 






NCBI DescriDtion 


V«.wu vj \j X u V / i^xiuj — Lax i^KJ n\JLii\j w^j^xxitr X UOO^^Kj) • 




j_jrix caJL/J-LiOpoio Llla.Xianaj 


Secj. No. 


1397 63 


Seq. ID 


LIB24-061-O1-E1-F3 


Method 


BLASTX 


NCBI GI 


g3056584 


BLAST score 


240 


E value 


3 Oe-20 


Matoh 1 pnnth 




O -1. VA^ll L- -l_ L- y 




MCBT Dp<^pr 1 nt"i on 




Sea No 


X J ^ / U 1 


Seq. ID 


LIB24-062-O1-E1-A1 1 


Method 


BLASTN 


NCBI GI 


g2623294 


BLAST score 


150 


E T7P 1 np 

J— 1 V CIJ_ 






^ VJ Tt 




1 00 
xu u 




i\x aDiaopsis Tznaxiana cnroitiosome XX bAu i^Uoo genomxc 




sequence, complete sequence [Arabidopsis thaliana] 


Seer No 


X .J C7 / DO 


Seq. ID 


LIB24-062-O1-E1-A12 


Method 


BLASTN 


NCBI GI 


g2623294 


BLAST score 


32 


E valiip 


7 Op-09 


Matr'h 1 pnrfhh 

L J-U ^V,^i.l -U^IX^ L.11 




o xudiuxL>y 


O -7 




-"J- a*-'ivj.opsis T_na±iana cnroiuosoiue xi dal. XzUxdo genoitixc 




sequence, complete sequence [Arabidopsis thaliana] 


Sea Wo 


X J :? f Dtj 


Seq. ID 


LIB24-062-O1 -E1 -a4 


Method 


BLASTX 


NCBI GI 


g3688193 


i_>i_Ln.O X OL*tJXtr 


X y D 


E value 


4 Op-1 S 


Match length 


126 


% identity 


40 


NCBI Description 


(AJ010091) MAP3K alpha 1 protein kinase [Brassica nap 


Seq. No. 


139767 


Seq. ID 


LIB24-062-Q1-E1-C6 



Method 



BLASTN 



16923 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2924732 
120 

3.0e-61 

144 

96 

Arabidopsis thaliana genomic DNA, chromosome 5^ 
MUA2, complete sequence [Arabidopsis thaliana] 



PI clone: 



139768 

LIB24-062-Q1-E1-D9 

BLASTN 

g4263753 

326 

O.Oe+00 

350 

98 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



o e q • IN o . 


1 '^Q7^^Q 


beq. lU 


ttdo/i Ci^zo ^\^ t?i t?^; 
iii dZ 4 — U o Z 1 -b 1 - h 0 


Method 


"DT TV Cn^M 


"NIPRT r*T 


g*i 0 / Z D04 


jDijrio J. score 


DO 


E value 


/ . L)e-z4 




1 ft ^ 

J. O J 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


139770 


Seq. ID 


LIB24-062-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g2052383 


BLAST score 


280 


E value 


4.0e-25 


Match length 


91 


% identity 


58 


NCBI Description 


(U66345) calreticulin [Arabidopsis 


Seq. No. 


139771 


Seq. ID 


LIB24-062-Q1-E1-G8 


Method 


BLASTX ^ 


NCBI GI 


g544424 


BLAST score 


191 


E value 


2.0e-14 


Match length 


36 


% identity 


97 


NCBI Description 


GLYCINE-RICH RNA-BINDING PROTEIN 7 




glycine-rich protein (clone AtGRP7 



>gi_419755_pir S3014 7 

- Arabidopsis thalianc 
>gi_16301_emb__CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 



139772 



16924 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-063-Q1-E1-C12 

BLASTX 

g625977 

605 

5.0e-63 

117 

100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139773 

LIB24-063-Q1-E1-C9 

BLASTN 

g3449333 

134 

3.0e-69 

396 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MXF12, complete sequence [Arabidopsis thaliana] 



139774 

LIB24-063-Q1-E1-E1 

BLASTN 

g3128137 

159 

4.0e-84 

410 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 



clone: 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139775 

LIB24-063-Q1-E1-F12 

BLASTN 

g2564051 

154 

2.0e-81 

253 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139776 

LIB24-063-Q1-E1-F2 

BLASTX 

g4646203 

190 

2.0e-14 

65 
52 

{AC007230) Belongs to PF_00026 
family, [Arabidopsis thaliana] 



Eukaryotic aspartyl protease 



Seq. No. 
Seq. ID 



139777 

LIB24-063-Q1-E1-F8 



16925 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g4732123 

667 

2,0e-70 

128 

95 

(AF1290871 



mitogen-activated protein kinase homologue 



[Medicago sativa] 
139778 

LIB24-063-Q1-E1-H11 

BLASTN 

g2264304 

115 

3.0e"58 

155 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8, complete sequence [Arabidopsis thaliana] 



139779 

LIB24-063-Q1-E1-H7 

BLASTX 

glll7780 

224 

6,0e-19 

53 

83 

(D49367) 4-coumarate:CoA ligase 
er yt hrorhi z on ] 



PI clone: 



[Lithospermum 



139780 

LIB24-063-Q1-E1-H8 

BLASTX 

gll74470 

386 

l,0e-39 

133 

62 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 {L34260) integral 

membrane protein 1 [Mas musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

139781 

LIB24-064-Q1-E1-A10 

BLASTX 

g4468980 

348 

4,0e-33 

91 

75 

(AL035605) formamidase-lilce protein 
139782 

LIB24-064-Q1-E1-B5 
BLASTX 



[Arabidopsis thaliana] 



16926 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129670 
363 

l.Oe-34 

70 

100 

phosphoinositide-specif ic phospholipase C - Arabidopsis 
thaliana >gi_857374_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139783 

LIB24-064-Q1-E1-C11 

BLASTX 

g4567231 

320 

l.Oe-29 

61 

100 

{AC007119) putative glucose-l-phosphate adenylyltransferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139784 

LIB24-064-Q1-E1-C4 

BLASTN 

g2351096 

56 

3.0e-23 

100 

90 

Arabidopsis thaliana mRNA for ATMRKl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139785 

LIB24-064-Q1-E1-D12 

BLASTX 

g3983665 

329 

l.Oe-30 

87 

74 

{AB011271) importin-beta2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139786 

LIB24-064-Q1-E1-D5 

BLASTX 

g3617741 

249 

2.0e-21 

51 

100 

(AC005687) 
thaliana] 



L3 cytoplasmic ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



139787 

LIB24-064-Q1-E1-D7 

BLASTN 

g3985949 

257 

l.Oe-143 



16927 



Match length 

% identity 

NCBI Description 



257 
100 

Arabidopsis thaliana genomic DNA, chromosome 3,- PI clone 
MOB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139788 

LIB24-064-Q1-E1-E1 

BLASTN 

g4455262 

106 

l.Oe-52 

282 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F17L22 



Seq, No, 



139789 



beq, ID 


IiIrS^4 — U b4 yi liji r I 


iYie cnou 


Dijri.O i LN 


JnCdI bi 


g4^4 yoyo 


BLAST score 


•D c n 


E value 


u . ue+uu 


lYiaTicn xengtn 


oo u 


^ laenLii-y 


yes 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T9J23 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. iMo, 


loy /yu 


Seq. ID 


LIB^4-0d4-Q1-E1-G1^ 


Method 


BLASTX 


NCBI GI 


g4 4 d70 yo 


BLAST score 


o44 


E value 


o . ue~o D 


lYia Lcn xeny L.n 








NCBI Description 


{AL035538) putative protein [Arabidopsis thaliana] 


Seq. No. 


139791 


Seq. ID 


LIB24-064-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


gl877523 


BLAST score 


270 


E value 


l.Oe-150 


Match length 


282 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC T7I23, complete sequence 




[Arabidopsis thaliana] 


Seq. No. 


139792 


Seq. ID 


LIB24-064-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


g2760172 


BLAST score 


197 


E value 


l,0e-107 


Match length 


273 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c' 



clone 



16928 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MUB3, complete sequence [Arabidopsis t ha liana] 
139793 

LIB24-064-Q1-E1-H4 

BLASTX 

g2209087 

292 

2.0e-26 

108 

53 

(AF000309) putative serine/threonine kinase [Colletotrichum 
lindemuthianum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139794 

LIB24-065-Q1-E1-C8 

BLASTX 

gll70606 

193 

7.0e-15 

53 

70 

ADENYLATE KINASE, CHLOROPLAST (ATP-AMP T RAN S PROS PHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114 421_pdb_lZAK__A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI f P5-Bis ( Adenosine-5 ' - ) pentaphosphat e ( Ap5a ) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 
PI, P5-Bis {Adenosine-5 pentaphosphat e {Ap5a) 

139795 

LIB24-065-Q1-E1-C9 

BLASTN 

g3033373 

259 

l.Oe-144 

263 

100 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139796 

LIB24-065-Q1-E1-E6 

BLASTN 

g3080406 

76 

8 ,06-35 

247 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F23E12 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139797 

LIB24-065-Q1-E1-G4 

BLASTN 

g4490324 

226 



16929 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-124 

280 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9A14 



139798 

LIB24-066-Q1 
BLASTX 
g2119848 
422 

l.Oe-41 

80 
100 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



■E1-C5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



139799 

LIB24-066-Q1-E1-C9 

BLASTN 

g4220643 

114 

3.0e-57 

391 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



139800 

LIB24-066-Q1-E1-F2 

BLASTX 

gll69201 

439 

l.Oe-43 

112 
81 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830__pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 {M98456) DRT112 [Arabidopsis thaliana] 

139801 

LIB24-066-Q1-E1-F5 

BLASTX 

g3204134 

380 

4.0e-51 

119 

76 

{AJ006771) beta-galactosidase [Cicer arietinum] 



Seq. No, 



139802 



16930 



Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-066-Q1-E1-F7 

BLASTN 

g3985934 

87 

l.Oe-41 

127 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone 



139803 

LIB24-066-Q1-E1-H5 

BLASTN 

g4432829 

100 

3.0e-49 

217 

98 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139804 

LIB24-067-Q1-E1-C10 

BLASTN 

g2358139 

167 

5.0e-89 

304 

98 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



YAC yUP8H12 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq, ID 
Method 



139805 

LIB24-067-Q1-E1-C2 

BLASTN 

g3046854 

19 

4.7e-01 

124 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone 



139806 

LIB24-067-Q1-E1-D11 

BLASTX 

g3522956 

424 

4.0e-42 

89 

96 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

139807 

LIB24-067-Q1-E1-E11 
BLASTX 



16931 




NCBI GI 


g4580393 


BLAST score 


301 


JIj Va.JLUe 




jMiarcn xengizn 


XU 


% laenrity 


oo 


viK^Di uesciTipLiun 


\rl^UU/X/±/ iiypOUil© UiOd.X ^JiUL-Cill ["-^ *3.JU±U.Upo X o UXiclXXcliicl J 


C? l^T #^ 

beq» rJO. 


Xo y 0 UO 




T XR9 4 — n ^7— ni — Fl — 


Mo I" Vi 
iMti UiivJvJ. 


DJ_liT.O 1 /\. 






BLAST score 


440 


E value 


l.Oe-43 




X u ^ 


% identity 


P 1 
o X 


NL-rsi uescriprion 


tiXo^iZ/j Dxue copper Dinaxng—xxKe prorexn [/iraDxaopsxs 




"HViaT Tans"! 

L.naXXa.na. J 


beq. No. 


Xoyouy 


oe<5. xu 


XiXnZ4 UO / yx HjX r X 


LYie Lxioa 


■RT HQ TV 


NCBI GI 


g2253583 


BLAST score 


184 


Hj vo-xue 


X . ue xo 


Match length. 


DO 


-s Identity 




N(^bi uescnpuion 


^u/o/iCX/ nypouneizxcax protein [AraDxuopsxs i_.naxxanaj 


Seq. No. 


Xoyy lu 


beq. lu 


T xn9^_n^7_rM _t?i —ttq 
XiXdZ4 Uo / (^jX iiiX r y 




JDJUf-io i IN 


INL-dX oX 


yZ 0X0 uU X 


BLAST score 


170 


E value 


6.0e-91 


riaucn xenyi_n 


91 


% identity 




mUjdX uescriprxon 


Arabidopsxs thaliana genomic DNA^ chroiuosoitie 5/ PI clone; 




MHJ24/ complete sequence [Arabidopsxs thaliana] 


Seq. No. 




beq. xu 


T x'D9 / — n c^n —r\'\ —"tri —r'l o 


rie LUOQ 


DXjriO J. A 


"Mniax r'x 


g4 Do DXU D 


BLAST score 


653 


E value 


9.0e-69 


Match length 


1 9n 
xz u 


% identity 


ion 

XUU 


NCBI Description 


(AL049638) putative disease resistance protein (TMV N~lik 




[Arabidopsis thaliana] 


Seq. No, 


X jyyxz 


Qprr xn 


T.TR94 — 0f^7-Ol -F1 —G,9 


Method 


BLASTN 


NCBI GI 


g4467131 


BLAST score 


358 


E value 


O.Oe+00 


Match length 


382 



16932 



% identity 

NCBI Description 



98 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20M13 
(ESSA project) 



Seq. No. 


139813 


Seq, ID 


LIB24-067-Q1-E1-G6 








go J 1 UO^ / 


i3j_i/io i score 




E value 


z . ue Dx 


Match length 




% identity 


1 nri 
luU 




iixao loops IS unaxxana genoiuxc uw/i/^ cnroiuosoine fx 




.Til o /^TiriT^ 1 o "H o 00 /ti totioo fZiva )r\ t f^i^ oio t*Tna1nanal 
i'iOtJXXf OiJiLL^XyLc t>C(JU.cIi\^tS riX a.i_? X Clvjp 0 X 0 L-iiclX XdliCl J 


Seq. No. 


139814 


Seq. ID 


LIB24-067-Q1-E1-H1 


rieT-iioa 






rrl ^f^THfl 
y J. D 0 / U 0 


DijAoi score 


boy 


Li VciXUc 


0 > US D / 


Match length 


loU 


% identity 




iN^^DJL uescnpLion 


^iYiD4ixoj gxycera-Loenyae 0 pnospnate aenyorogenase 




[rli clXjXCiOpoXo LllciXXcillci J 


Seq. No. 


139815 


oeq. lu 


lilnz4-Uoy-yi-hl— DXZ 


Method 






gozo lo DO 


jDLiiioi score 


R '3 C 
000 


E value 


0 . ue-Do 


Match length 


lUU 


% identity 


1 nci 
lUu 




\H±i\j 3 l\jkj*± } putauxve procexn [/iraijxaopsxs tnaxxanaj 


Seq. No. 


139816 


oeq. xu 


T TT50 / —r\^^Q—r\'\ —171 —C^ 

J_tl nz 4 — U 0 y — y 1 — Jtlj 1 — 0 D 


Method 






g4UUD00 / 


Djj/ioi score 


ft fi 


E value 


0 . ue— 00 


Match length 




^ j-OsnuiLy 


y 0 


jJtsborxp uion 


\Ziyy/u<5j puL.aT-xve prouexn [iiraDxuopsxs unaxxanaj 


Seq. No. 


139817 


Seq. ID 


LIB24-069-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g2264312 


BLAST score 


93 


E value 


3.0e-45 


Match length 


137 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



M0K16, complete sequence [Arabidopsis thaliana] 



16933 



O C ^ • IN VJ • 


1 -^Qfil fi 
X ..J O X o 


Sea ID 


LIR24-069-O1-E1-E12 




BLASTX 








193 


Hi V CL J- Lie 


o ■ u X J 




51 


% identity 


67 


NCBI Description 


(AB016798) ribosomal protein L29/cell surface heparin 




hiTiHiTtrr FiT'O'hPiTi HTP f^n^ Qr'Tn'Pa 1 

Jk>Xli^^Xiiy L/XI^U-CXll IXXX ^kJU-O iDV.^XWXCLJ 




■>rri 4Sftf^4'^Q rlHH Raa7fi4rid 1 ^Z^R^17^Q^i^ ti "hnQn-ma 1 n'rnt*P>n n 

X *±^0Ur±O-7 J DiTXl / Urt U *± • X \ riO X/X^vy XXJ^t^o \-^lLLdX U L C Xll 




IjZ ^/ Ilcpa.x xll/ Il^pclx clil oUxXciLti Xll LcxdOLXIiy pxULtixll [OUo 




Q r"o "Fa 1 
o v_,x U X ct J 


O c * IN O . 


XO 3/0 X _7 


Seq. ID 


T.TR?4-nfiQ-01 -F1 -Fl 1 


Method 


BLASTX 


NCBI GI 


g2632103 


BLAST score 


655 


R 1 ne 

J_J V dX Ll^!7 


7 . Oe-69 


i. J.Ct L-OXl XCli^ 


126 


o x<j.cil t_ X u_y 


1 on 

X u u 


IM^DX C'X L Xkjii 


\LiZfO i^jP) dxyxiiyx UX\iMri oy 11 Liiy UCl & C [-"-X CIJUXLIvJ^oXO UlidXX clllcL j 


oeq. NO. 


X o ZU 


Oct • X JJ 


T TR94— n f^Q— ni — Tn — 

XiXOZrt U O _? yX ILX T *± 




RT 


NCBI GI 


g2335108 


BLAST score 


548 


TP Tra 1 n 
IL VcLxU.%:? 


• L/C O O 




1 97 

x^; / 


^ IClcIlL-iLy 


P9 


iNoi5± jjescxiptxon 


^/louuz^o^j puL.a.txve xSuxxnase [/\raxjxciopsxs L.na.xxa.naj 


oeq. NO, 




cofT Tn 

OUk^ • X L/f 


T TR94 — DfiQ— nl — F1 —Hi 

XiXoZ^ U O -3 yx HiX oX 


MpI" hi nH 


oxLni.^ J. IN 


NPRT f^T 

J-iJOOX \J J. 


yT u \j ^ \j -J -J 


BLAST score 


90 


E value 


l.Oe-43 




-?U 


^ X U.C11 L, X L y 


1 nn 

X u u 


NUfj3± jjebCxipuxon 


i^x ajLJxaopsxs Ti.naxxana lurxNH, xor a aynaiuxn xxk© pronexn h-Ujuj/ 




coiupxeue cu,s 


oeq. JNO . 


1 "^QQ 99 




XiXDZ^ UO^^X HjX vjXZ 




OXLn.O 1 ^ 




rrA 1 7 "^P 
y ^ X / O 0 J 


OXltiO J. oOtJxc 


DX I? 


E value 


X • ue Dft 




125 


% identity 


98 


NCBI Description 


NITRILASE 2 >gi 322548 pir S31969 nitrilase (EC 3.5.5.1) 




Arabidopsis thaliana >gi 22656 emb CAA48377 (X68305) 




nitrilase II [Arabidopsis thaliana] >gi_508733 (U09958) 




nitrilase [Arabidopsis thaliana] 



16934 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139823 

LIB24-069-Q1-E1-H2 

BLASTN 

g3510341 

72 

l.Oe-32 

140 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC16, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139824 

LIB24-070-Q1-E1-A3 

BLASTX 

g3915023 

546 

3.0e-56 

121 

84 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

139825 

LIB24-070-Q1-E1-A5 

BLASTX 

gl480078 

479 

3.06-48 

96 

99 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277_gb_AAB71545 . 1_ {AF019927) 
GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 

139826 

LIB24-070-Q1-E1-A7 

BLASTX 

g4510356 

433 

6.0e-43 

84 

100 

(AC006921) putative kinesin-related protein TKRP125 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139827 

LIB24-070-Q1-E1-C9 

BLASTN 

g4454447 

262 

l.Oe-145 

413 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 



16935 



sequence, complete sequence [Arabidopsis thaliana] 



Qprr No 


139828 


Seq, ID 


LIB24-070-Q1-E1-G10 


Method 


BLASTN 




^ ^ U J. I £^>J 




388 


ill Vd-LUt: 






412 


^ iU.cIiL±L.y 


-? o 






Sea No 


139829 


Seq. ID 


LIB24-070-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g2501056 


BLAST score 


492 


E value 


7.0e-50 


Match length 


99 


% identity 


100 


NCBI Description 


SERYL-TRNA SYNTHETASE (SERINE— 



-TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_einb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 



Seq, No. 


139830 


Seq. ID 


LIB24-071-Q1-E1-A1 


Method 


BLASTX 


NCBI GI 


g2244859 


BLAST score 


305 


E value 


3.0e-28 


Match length 


84 


% identity 


68 


NCBI Description 


{Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


139831 


Seq. ID 


LIB24-071-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


g3702736 


BLAST score 


42 


E value 


3.0e-14 


Match length 


66 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome b, PI clone: 




MRU, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139832 


Seq. ID 


LIB24-071-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


gl352663 


BLAST score 


607 


E value 


3.0e-63 


Match length 


116 


% identity 


100 



NCBI Description 



SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 

SUBUNIT >gi_1076388_pir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 



16936 



>gi_466441 (M96841) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] 

>gi_4559341_gb_AAD23003.1_AC007087_22 (AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb__AAD23731,l_AC005956__20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 









T.TR94-071 -01 -Fll -F7 






LN^JjX K3± 






X J 0 






Match length 


372 


% identity 


96 


iMU-DJ. UfcSoOI. L-LUli 


riX CLUXUvJ^O Xo LJ,lClXXClJLiCl L-ii-L kJlLHJ 0 LJiLLC X LiJrW^ ri.XiIJ.X y CiUJluJL o 




OCl^U.^IJ.OC/ t-UllL^XttUc 0 Cv^U-tSiiv^C ]_i-iX Cti-* J-Lt(,J^O_LG UilCtX J- dlld j 


cjorr Kin 


X «J -/O 


beg. ID 




Method 






/>r4 >1 


"O T TV 0 y-* V* 

bLAoi score 


zU / 


E value 


£. . ue— lb 


Match length 


73 


% identity 


60 


NCBI Description 


(AL049640) auxilin— like protein [Arabidopsis thaliana] 


Seq. No. 


1 "3 QO "a c 

i^yooo 


oeq. ±u 


T TPi94 — n71 —HI — F1 -fll 9 
XiXD^ft U /X yX HjX oXZ 


Metnoci 


BliAbiN 




gozyyoz4 


nii/io i score 


y 0 


E value 


0 • ue ^ 0 


iYia Lcn Jieny un 


1 '^A 
XOft 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAG F4C21 from chromosome IV, top 




lieax X/ CLYl/ COlupXCL.c oCCJUtrllCc l_i-i.X ci*->X(J.U^oXo LiJ.clXXcLiJ.a. J 


beq. NO. 


1 "5 QQ Q C 

1 0 yy^o 


oeq. lu 


T TT30^— ri7i — m —171 — tn 

lilUZ^ U / 1 yi HjI n / 


Method 


T 7\ 0 TTltT 


NCBI GI 


gjuoU4UD 


BLAST score 


86 


E value 


3.0e-41 


Match length 


86 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F23EI 




(ESSA project) 


Seq. No. 


139837 


Seq. ID 


LIB24-071-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g2832619 


BLAST score 


559 


E value 


l.Oe-57 




16937 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
62 

(AL021711) major intrinsic protein (MIP) - like [Arabidopsis 
thaliana] 

139838 

LIB24-072-Q1-E1-A12 

BLASTN 

g3608126 

114 

l.Oe-57 

158 

93 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139839 

LIB24-072-Q1-E1-B3 

BLASTX 

g4191789 

415 

5.0e-41 

93 

88 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq, No, 


139840 


Seq. ID 


LIB24-072-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g681904 


BLAST score 


464 


E value 


2.0e-46 


Match length 


108 


% identity 


86 


NCBI Description 


(D31711) cp29 [Arabidopsis thaliana] 


Seq. No. 


139841 


Seq. ID 


LIB24-072-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g2827700 


BLAST score 


657 


E value 


4.0e-69 


Match length 


132 


% identity 


100 


NCBI Description 


{AL021684) DEAD box ATP dependent helicase 




[Arabidopsis thaliana] 


Seq, No. 


139842 


Seq. ID 


LIB24-072-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g2911057 


BLAST score 


152 


E value 


l.Oe-32 


Match length 


76 


% identity 


99 


NCBI Description 


(AL021961) caffeoyl-CoA 0-methyltransf eras 



16938 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139843 

LIB24-072-Q1-E1-F10 

BLASTX 

g3482918 

446 

2.0e-44 

91 

100 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139844 

LIB24-072-Q1-E1-F9 

BLASTX 

gll5783 

595 

7.0e-62^ 

113 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-14Q) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


139845 


Seq. ID 


LIB24-072-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


356 


E value 


7.0e-34 


Match length 


128 


% identity 


54 


NCBI Description 


(U93215) unknown protein [Arabidopsis thaliana] 


Seq. No. 


139846 


Seq. ID 


LIB24-072-Q1-E1-G5 


Method 


BLASTN 


NCBI GI 


g2618604 


BLAST score 


348 


E value 


O.Oe+00 


Match length 


394 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MTG13, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139847 


Seq. ID 


LIB24-072-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2623307 


BLAST score 


760 


E value 


3.0e-81 


Match length 


141 



% identity 

NCBI Description 



99 

(AC002409) 
thaliana] 



putative ubiquitin protease [Arabidopsis 



16939 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139848 

LIB24-072-Q1-E1-H4 

BLASTN 

g2342673 

202 

l.Oe-110 

313 

100 

Sequence of BAG F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



ofcjq. viu • 


J. O ^ O 1 _? 


beq. ID 


TTT50/1_m'5 _m —1? 1 — 7i 1 0 
LiloZ4— U /O yi Hil AlZ 


Method 


BLASTN 


NCBI GI 


g3201608 


oj-iAoi score 


1 


E value 


1 . ue ij^ 


Match length 


O '5 


% identity 


y y 


NCBI Description 


AraDiuopsis unaiiana cnromosome ii dhl- c / r i genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. JNo. 


loy 0 0 u 


beq. iu 


lilnZ4 u /o yi ilil uy 


Method 


BLASTX 


NCBI GI 


g3719211 


BLAST score 


A A Q 


E value 


1 . Ue-44 


Match length 


110 


% identity 


Q 1 


NCBI Description 


(uy/uzi; uiFz [AraDxuopsis maiianaj 


beq. NO. 


lOzfoO 1 


beq. lu 


lill5Z*i U / J yi Ilil Ul 


Method 


BLASTN 


NCBI GI 


g3763915 


biiAbi score 


1 he; 
lUD 


E value 


4 , ue~oz 


Match length 


269 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14B2 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139852 


Seq. ID 


LIB24-074-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g2623296 


BLAST score 


360 


E value 


3.0e-34 


Match length 


105 


% identity 


71 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thalian< 


Seq. No. 


139853 


Seq. ID 


LIB24-074-Q1-E1-C11 


Method 


BLASTX 



16940 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3876247 
366 

5.0e-35 

133 

54 

(Z71262) similar to serine/threonine kinase; cDNA EST 
EMBL:D27596 comes from this gene; cDNA EST EMBL:D75765 
comes from this gene; cDNA EST EMBL:D34336 comes from this 
gene; cDNA EST EMBL:D34931 comes from this gene; cDNA EST E 



O c ■ i\ vJ • 


_?o 


Sea ID 


LIB24-074-O1-E1-C12 




RT.ASTX 




fT4 S8^Q74 


BLAST score 


592 


E value 


2.0e-61 




1 9 Q 




0 O 


iNCJDJ- uescripuion 


vricuuozo/j riypo L.ne Licai prouem Lf\raDiQopsis unaxianaj 


o e q , In o . 






T TT50^ — m ^ — rii — TTi — n4 
IjxdZ'^^u / 4~yi~iiti**U4 


LvieLnoa 






yj D DO 1 / J 


r5ijr\o i score 


0 / U 


E value 


l.Oe-70 


Match length 


139 


% identity 




NoDi jjescription 


(AB006777) vegetative storage protein [Arabidopsis 




tinaxiana j 


beg. JNO. 




oeg. lu 


T Tno/t—my! —rM —i? i —no 
JjIoZ^—U / 4~yi~Jljl"'Uy 


LYiei-rioa 












J— 1 V -1- U w 


6. Oe-46 


Match length 


338 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F18019 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No, 


139857 


Seq. ID 


LIB24-074-Q1-E1-E5 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


115 


E value 


5.0e-58 


Match length 


115 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 139858 

Seq. ID LIB24-074-Q1-E1-F8 

Method BLASTX 

NCBI GI g4558591 



16941 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



516 

l.Oe-52 

105 

98 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] >gi_4 662638_gb_AAD26909 . 1_AC007233_1 (AC007233) 
putative beta-1, 3-glucanase [Arabidopsis thaliana] 

139859 

LIB24-074-Q1-E1-G1 

BLASTN 

g3449317 

228 

l.Oe-125 

390 

98 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
MKM21, complete sequence [Arabidopsis thaliana] 

139860 

LIB24-074-Q1-E1-G11 

BLASTX 

g2499611 

384 

4.0e-37 

72 

100 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139861 

LIB24-075-Q1-E1-A3 

BLASTX 

g4557060 

623 

4.0e-65 

123 

100 

{AC007154) putative chromosome-associated polypeptide, 5' 
partial [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139862 

LIB24-075-Q1-E1-A7 

BLASTN 

g3869069 

269 

l.Oe-150 

390 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



139863 

LIB24-075-Q1-E1-B10 



16942 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3790567 

347 

3.0e-33 

69 

97 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



139864 

LIB24-075-Q1-E1-D7 

BLASTN 

g3212846 

149 

4.0e-78 

390 
100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139865 

LIB24-075-Q1-E1-E3 

BLASTX 

g586080 

498 

l.Oe-50 

98 

100 

TUBULIN GAMMA-2 CHAIN >gi_4 60131 
[Arabidopsis thaliana] 



(U03990) g2-tubulin 



139866 

LIB24-075-Q1-E1-E8 

BLASTX 

g4262149 

633 

3.0e-66 

122 

99 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

139867 

LIB24-075-Q1-E1-F9 

BLASTX 

g3157947 

460 

5.0e-46 

89 

53 

{AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 



Seq. No. 



139868 



16943 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB24-075-Q1-E1-G10 

BLASTX 

gll5783 

557 

2.0e-57 

105 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



oecj* iNo» 


LJj Oy 


Seq. ID 


LIB24-075-Q1-E1-G3 


Method 


BLASTX 




goo DO 0 0 / 


BLAST score 


c; Q n 


E value 


o . Oe-o4 


Match length 


lUl 


% identity 


lUu 


NCBI Description 


(AB013886) RAVI [Arabidopsis tnaiianaj 


beq» JMO, 


1 "5 QQ T n 

ijyo /U 


beq. lu 


Iilbz4-U / D-yi-lijl-rill 


Method 


BLASTX 


NCBI GI 


gl001603 


BLAST score 


160 


E value 


o . ue-11 


Match length 


1 A 1 

101 


^ Identity 


3 / 


NCBI Description 


(D64000) hypothetical protein [Synechocystis sp.] 


Seq. No. 


uyo /I 


beq. 11) 


TTOO/I n "7 C T? 1 "DO 

ijirJ-i4— u / o*~yi— iijI— isy 


Method 


BLASTN 


NCBI GI 


g4538895 


BLAST score 


1 A O 

103 


E value 




Match length 


o o o 

2zo 


% identity 


Q Q 
O O 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSA project) 


Seq. No. 


139872 


Seq. ID 


LIB24-076-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


180 


E value 


8.0e-14 


Match length 


42 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN LlOA 


Seq. No. 


139873 


Seq. ID 


LIB24-076-Q1-E1-D5 


Method 


BLASTN 


NCBI GI 


g3063438 



F17A8 



16944 



BLAST score 


# 

285 


E value 


l.Oe-159 


Match length 


359 


% identity 


97 


NCBI Description 


Complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
139874 

LIB24-076-Q1-E1-D8 

BLASTX 

g4006941 

259 

l.Oe-22 

52 

100 

{AJ131391) voltage-dependent anion-selective channel 
protein [Arabidopsis thaliana] 

139875 
■ LIB24-076-Q1-E1-F1 
BLASTX 
g543841 
580 

4.0e-60 

113 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 {AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139876 

LIB24-076-Q1-E1-F7 

BLASTN 

g4519191 

333 

O.Oe+00 

414 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9P8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139877 

LIB24-076-Q1-E1-G7 

BLASTN 

g2264310 

177 

7.0e-95 

366 

96 

Arabidopsis thaliana genomic DNA,- chromosome 5, 
MKPll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



139878 

LIB24-077-Q1-E1-A12 



16945 





RT.A9TN 


NCBI GI 


g2191126 


BLAST score 


257 


Hi va.XU.G 


X « U ^ X 1 ^ 




^ oz 


^ iaenLii,y 


xU u 




JlX CtJi^XV^WJLJ J X O UlldX X ClliCt i-JiiW X VJ V/ k> ^ V X 


beq. NO. 


X J y 0 / 


Cp,rf TP) 








NCBI GI 


g3522950 


BLAST score 


600 


J_i VCIXU.C 






XO 1 




ftp 
o o 


lnl^J3± ueocnpLioii 


Ufi fi X X J iiy^tJ LliC L-X^— ClX ^X^JL-tJXii L"-*- ClJ>-'X^-lVJ^o 


Oeq. iNO. 


1 QQ on 
loy o ou 




T.TR94-n77-01 -Fll -DQ 


riennoa 




vrr^p T r* T 
InUJdx 




niiiioi score 


1 /I 


E value 


8.0e-09 


Match length 


55 


-5 xaenuxuy 


Ox 


MPRT nfi<5pr"i nl" "i on 

IMV-'i^X i.^'C^OOX X^ UX^^il 


SERINE CARBOXY PEPTIDASE III PRECURSOR (CP- 




>gi_1877219_emb_CAA70817_ (Y09604) serine 




III, CP-MIII [Hordeum vulgare] 


Seq. No. 


139881 


Seq. ID 


LIB24-077-Q1-E1-H5 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2275194 

200 

l.Oe-108 

387 

100 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139882 ^ 

LIB24-078-Q1-E1-C7 

BLASTN 

g4589436 

434 

O.Oe+00 

434 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139883 

LIB24-078-Q1-E1-E9 

BLASTX 

g2244985 

394 



16946 



E value 
Match length 
% identity . - 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-38 

73 

100 

(Z97340) similarity to peroxidase [Arabidopsis thaliana] 
139884 

LIB24-078-Q1-E1-F11 

BLASTX 

g2961389 

491 

l.Oe-49 

135 
64 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi_4006925_emb_CAB16853 . 1_ (299708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 



beq. NO. 


1 '5 QQ Q e; 


Seq. ID 


T TOO ^ mo /^T T? 1 tr*c 


Method 


"DT TiQTM 
JDJ_Lrt.O i IN 


NCBI GI 


gz / 4 yyio 


BLAST score 


108 


E value 


J . Ue— 34 


Match length 


14 U 


% Identity 




NCBI Description 


Arabidopsis thaliana chromosome I BAC F3I6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. No. 


loyooD 


Seq. ID 


LIB24-07d-Ql-El-H5 


Method 


DliAb i A 


NCBI GI 


glo5 J / o / 


BLAST score 


508 


E value 


i . ue-oi 


L^icitcn xenytn 


1 4 z? 


% identity 


62 


NCBI Description 


(D90916) oligopeptidase A [Synechocystis sp.] 


Seq. No. 


139887 


Seq. ID 


LIB24-078-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g3236261 


BLAST score 


420 


E value 


3.0e-41 


Match length 


146 


% identity 


49 


NCBI Description 


(AC004684) putative zinc finger protein [Arabidopsis 




thaliana] 


Seq. No. 


139888 


Seq. ID 


LIB24-079-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g4455185 


BLAST score 


204 


E value 


2.0e-16 


Match length 


76 


% identity 


58 
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NCBI Description (AL035521) putative protein [Arabidopsis thaliana] 



Sea. No. 


139889 


Sea ID 


LIB24-079-O1-E1-C6 


Method 


BLASTN 


NCBI GI 


g4756963 


BLAST score 


134 


v;^ 1 IIP 

j_i V a u ^ 


2. Oe-69 




205 


^ 1 dent it V 


93 


iN^Dx wt;::; o ^^J- xjk>> U-L vii 


AyaV^i Hons 1 «! i"h;^l'iAna DMA rhromosome 4, BAC clone F10M23 




^x\jjc;v_^uy 


Sea No 


139890 


Sea ID 


LIB24-079-O1-E1-D3 


Method 


BLASTX 


NCBI GI 


gl769568 


BLAST score 


519 




6 Oe-53 


Ma'hr'l^ 1 PTirrf'V^ 


X ij J 


% identity 


95 




^UO^^^y^y X LLLLLClX do C / XLUUdXCtUO ii_y^XdL.dOC O.l-'-L'^W^O J. 0 




■pViJil T anal 


o t; • IN u • 


X J -/ 0 -7 X 


SpfT ID 


LIB2 4-07 -El-Ell 


Method 


BLASTN 


NCBI GI 


g4757397 




372 










O X V-ldl C X L. 


100 

X \J w 


iNOXJX JJeSCXTxpLXOil 


Ax dXjxCiOpSXS cndXXa.Ha. yttliUiUXC iJvit\f Oiix UllUJoUllltr Of ITX i.^xwiiw * 






o • IN • 


139892 


Seq. ID 


LIB24-079-Q1-E1-E9 


Method 


BLASTX 


iN O D X OX 


y>^uooxo^ 


OXif^O J. iS^v^Xt^ 


U *± J 


ill VclXUC 


X « UC O r 


Ms'hr'hi 1 p"nrri"hi 

irlO \^\^1X XCii^ L.1I. 


123 


■5 XClt5riI_XT_y 


1 nn 

xuu 


LN^^DX UtS 0 L^X X^ UX wll 


^AT.n'^l fifl^ ^ P— Pr-o-f- » T n — 1 i V^i Ti7^ni"fain FATaHi Hone? 'i"Vi;^l'i?i"n^5l 

^riXiUOXOU^y IT irXOLcXli XXJS.C ^XvJL.CXii [_ fix dUXLjlvJ^o X O uild-LXdiid J 




X J 170 


Seq. ID 


LIB24-079-Q1-E1-G5 


Method 


BLASTX 






BLAST score 


414 


E value 


4.0e-41 


Match length 


81 


% identity 


94 


NCBI Description 


{AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


139894 


Seq. ID 


LIB24-079-Q1-E1-G6 
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NCBI GI 


g2660677 


BLAST score 


752 


Hi VclXU.fci 






1 AO 


% identity 


xuu 


rjui3± uescj-ip uion 


vriL-uuz jfi z ; unKnown proi-exn LH.xajjx<j.opsxs T-naxxanaj 


oeq, JNO . 


x^y 0 yo 




T — Dff ri— ni —PI — PQ 

XjXDZfi UOU yX JilX V^-/ 






NCBI GI 


g4539944 


BLAST score 


201 


ill V d. J- U.C 


X • Uc xo 




D X 










oe<5» iNo» 


Xo yo y 0 


O^v^ • J-Lf 


XiXCZ*x UOv ^X ILiX l^XX 














E vslue 


X . ue OX 


Match length 


88 


% identity 


62 


wuiDi uescription 


t/iUUU4oxz; uontiaxns siitiixarxLy uo akx^ kxino ringer prorem 




go Ayojuy rroin urosopniia laexanogastier. bo is go 1 44000, 




go W4olzU, gD_NoooDo, gD^HobUlo, gD_AAU4zz4l, gjD_T/oooy anc 




go iiri.u4Zooy come xxoiii i-nis gene. Lfixaoiciopsis T-naxxanaj 


beq. MO, 


loyoy / 


Qcarr T H 

oeq, xu 


XiXJdz uo X yx ILX ilXU 




OXLTiO X A. 


iNV^oX \jX 


gxoy y oou 


BLAST score 


421 


E value 


l.Oe-41 


MaLcn xengun 


QA 

y^ 


% identity 


oo 


NCBI Description 


tu4oooo J b-aaenosyi-Li— niernionine : uexLaz4-s ueroi— t^- 




me myxtransrerase [(axycme maxj 


oeq« viO • 


loytj yo 


ocq • xu 


XiXDZfi UO l^X HjX H.D 




RT.A^TY 




gfi O OOZ ft O 


BLAST score 


151 


E value 


4.0e-10 


Match length 


Q yl 
o4 


% identity 


oo 


JNurJi uescrxpLion 


{AL049862) putative mitochondrial protein [Arabidopsis 




"h Via 1 T a'na 1 

L.iiClXXClilClJ 


Seq. No. 


139899 


Seq. ID 


LIB24-081-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


gll9194 



16949 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



445 

3.0e-44 

96 

88 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ {X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

139900 

LIB24-081-Q1-E1-D10 

BLASTN 

g3928542 

85 

4.0e-40 

249 

84 

Arabidopsis thaliana mRNA for UDP-glucose 
glucosyltransf erase, complete cds 

139901 

LIB24-081-Q1-E1-F5 

BLASTN 

g3402671 

133 

l.Oe-68 

392 

100 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

139902 

LIB24-081-Q1-E1-F7 

BLASTX 

g3335371 

657 

4.0e-69 

142 

91 

{AC003028) putative ethylene-inducible protein [Arabidopsis 
thaliana] 

139903 

LIB24-081-Q1-E1-G2 

BLASTX 

g2632254 

283 

9.0e-26 

72 

76 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
139904 

LIB24-081-Q1-E1-G3 
BLASTX 



16950 



NCBI GI g2832679 

BLAST score 427 

E value 4.0e-42 

Match length 83 

% identity 100 

NCBI Description {AL021712) putative protein [Arabidopsis thaliana] 

Seq. No. 139905 

Seq. ID LIB24-081-Q1-E1-G9 

Method BLASTX 

NCBI GI gl931642 

BLAST score 756 

E value l.Oe-8 0 

Match length 144 

% identity 100 

NCBI Description (U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 

Seq. No. 139906 

Seq, ID LIB24-082-Q1-E1-B9 

Method BLASTX 

NCBI GI g4263795 

BLAST score 166 

E value l.Oe-11 

Match length 48 

% identity 60 

NCBI Description (AC0060 68) putative glucosyltransf erase [Arabidopsis 
thaliana] 

Seq. No. 139907 

Seq. ID LIB24-082-Q1-E1-C11 

Method BLASTN 

NCBI GI g2062691 

BLAST score 33 

E value 7.0e-09 

Match length 58 

% identity 48 

NCBI Description -xHuman sodiiom phosphate transporter (NPT4) mRNA, complete 
cds 

Seq. No. 139908 

Seq. ID LIB24-082-Q1-E1-C2 

Method BLASTN 

NCBI GI g2244991 

BLAST score 96 

E value 4.0e-47 

Match length 124 

% identity 94 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

Seq. No. 139909 

Seq. ID LIB24-082-Q1-E1-D3 

Method BLASTN 

NCBI GI g4584841 

BLAST score 92 

E value 2.0e-44 




16951 



Match length 

% identity 

NCBI Description 



203 
92 

Genomic sequence for Arabidopsis thaliana BAG T23E23, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139910 

LIB24-082-Q1-E1-D7 

BLASTX 

g4204274 

211 

5.0e-17 

39 

100 

(AC004146) ribulose bisphosphate carboxylase, 
[Arabidopsis thaliana] 



small subunit 



139911 

LIB24-082-Q1-E1-E4 

BLASTN 

g4220640 

199 

l.Oe-108 

299 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPEll, complete sequence [Arabidopsis thaliana] 



PI clone: 



139912 

LIB24-082-Q1-E1-G1 

BLASTX 

gl35406 

525 

l.Oe-53 

98 

100 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M171B9) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

139913 

LIB24-082-Q1-E1-G10 

BLASTN 

g2098816 

373 

O.Oe+00 

377 

100 

Arabidopsis thaliana BAC F19G10, complete sequence 
139914 

LIB24-082-Q1-E1-G9 

BLASTN 

g3236234 

272 

l.Oe-151 

383 



16952 




% identity 99 

NCBI Description Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 


139915 


oeq, ±u 


T TR94 — nR9 — ni — F1 — W1 H 




DJ-irio i A 




r*/ 7/11 Qyl 0 




1 U VJ 


E value 


H . ue"*jy 


Match length 


lUO 




O 1 




^ r^iz X ^ 1 X ^ J. J j_iiii^ci<J J. 13 J-ii |_ djt^ JL iwiw^ o X o k-iidj- U.C11 id. J 


Seq. No. 


139916 


oeq. ±U 


T TR9 4 — flQ'?— ril — Fl — P4 
Li±0^^ \J0 3 ZiX 


LYieTinoQ 


UT 7\ QTV 

I3ij/i.O 1 A 




gou UOOO 


nii/ibi score 




E value 


/ . ue~o 1 


Match length 


1 D 


•6 iQenuiTiy 




NCBI Description 


tui/oo/j D^ir protein [Araoiaopsis Lnaiianaj 


Seq. No. 


139917 


beq. ID 


TTOO/l nOO /^T T?1 T\C 

LlrSZ4-Uoo-Ui-liji-Uo 


Method 


BLAb i A 


NCBI GI 


g44553i2 


BLAST score 


Zi / 


E value 




Match length 


72 


% identity 


0 o 


iNooi uescnpuion 


^iiijUoODZO; puuaT-ive prouem [i^raxjioopsis tnananaj 


Seq. No. 


139918 


Seq. ID 


LIB24-083-Q1-E1-E1 


^ 1^ ^^^^ 

ixie unoo. 


Oliiio 1 IN 


iNbDl ol 


g^z o u / 


T "TV O AAA -^^^ A. 

biiAoi score 


O 7 A 
Z /U 


E value 


1 . ue iDU 


Match length 


07 /t 

z / 4 


^ ictentity 


lUU 


iNbrsjL uescnpuion 


jHiraoiaopsis unaiiana uina cnromosome ^/ £3h.u cione r /tii^ 




Vcjoo/iii project) 


Seq. No. 


139919 


Seq. ID 


LIB24-083-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


g4006867 


BLAST score 


320 


E value 


3.0e-30 


Match length 


64 


% identity 


95 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 139920 

Seq. ID LIB24-083-Q1-E1-G8 



16953 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g4220640 

177 

4.0e-95 

213 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPEll, complete sequence [Arabidopsis thaliana] 



139921 

LIB24-084-Q1-E1-C10 

BLASTN 

g4589426 

175 

l.Oe-93 

403 

99 

Arabidopsis thaliana genomic DNA, 
MDE13, complete sequence 



PI clone 



chromosome 5, PI clone 



139922 

LIB24-084-Q1-E1-D11 

BLASTN 

g4263753 

81 

7.0e-38 

220 

98 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

139923 

LIB24-084-Q1-E1-D6 

BLASTN 

g4519194 

187 

l.Oe-lOl 

325 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17, complete sequence 



139924 

LIB24-084-Q1-E1-D8 

BLASTN 

g2264318 

214 

l.Oe-117 

316 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 

139925 

LIB24-084-Q1-E1-F11 

BLASTN 

gl931636 



PI clone 



16954 



BLAST score 


115 


ill V Q-L Li.~ 


4 Oe-58 




IRS 
J. J J 




-7 1 




rll. dJJXLlU^oXo LlidXXCtXlCt Drl^ IJ-^JJXU v^dit^lLLXk^ oC<.^U.tzlik..C 


Qorr "Mrs 




Seq. ID 


LIB24-085-Q1-E1-A4 


Mp1"hofi 


BLASTX 


NCBI GI 


g3549672 


BLAST score 


700 


ill VCIJ.U.C 






1 '^R 




1 nn 

X u u 






CI can- "Mr\ 




Oct vJ • J. U 








NCBI GI 


al36636 


BLAST score 


399 


E value 


7.0e-39 


Match length 


73 


% identity 


100 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 {UBIQUITIN 



LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 iibiquit in-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E. C. 6, 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi__166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139928 

LIB24-085-Q1-E1-C10 

BLASTN 

g4063735 

318 

l.Oe-179 

431 

68 

Arabidopsis thaliana BAG F18G18 from chromosome V near 60. 
cM, complete sequence [Arabidopsis thaliana] 

139929 

LIB24-085-Q1-E1-C8 

BLASTX 

gl906830 

744 

3.0e-79 

147 

98 

(Y11829) heat shock protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



139930 

LIB24-085-Q1-E1-D11 



16955 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3128136 

282 

l,0e-157 

417 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAG clone: 



139931 

LIB24-085-Q1-E1-D12 

BLASTX 

g4507067 

332 

3.0e-42 

140 

62 

SWI/SNF related, matrix associated, actin dependent 
regulator of chromatin, subfamily a, member 1 
>gi_134584_sp_P28370_SN21_HUMAN POSSIBLE GLOBAL 

TRANSCRIPTION ACTIVATOR SNF2L1 >gi_47 9804_pir S35457 SNF2 

protein homolog - human >gi_292496 (M88163) transcription 
activator [Homo sapiens] 



Seq. No. 


139932 


Seq. ID 


LIB24-085-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4512122 


BLAST score 


671 


E value 


l.Oe-70 


Match length 


146 


% identity 


90 


NCBI Description 


(AF131219) chorismate mutase 3 [Arabidopsis thaliana] 


Seq. No. 


139933 


Seq. ID 


LIB24-085-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


g2980787 


BLAST score 


301 


E value 


l.Oe-169 


Match length 


441 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 




(ESSAII project) 


Seq. No. 


139934 


Seq. ID 


LIB24-085-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


595 


E value 


7.0e-62 


Match length 


113 


% identity 


99 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



16956 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139935 

LIB24-085-Q1-E1-E9 

BLASTN 

gl297184 

50 

4,0e-19 

392 

98 

Arabidopsis thaliana chromosome I cosmid g8261 DNA 
(cytosine-5-) methyltransf erase, zinc finger protein 1, 
nucleoporin 98, poly A+ RNA export protein, plasma membrane 
ATPase 2, and serine/threonine protein kinase genes, co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139936 

LIB24-085-Q1-E1-F2 

BLASTN 

g2894557 

310 

l.Oe-174 

355 
96 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone T805 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139937 

LIB24-086-Q1-E1-B12 

BLASTN 

g4589440 

138 

l.Oe-71 

138 

100 

Arabidopsis thaliana genomic 
MSD21, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139938 

LIB24-086-Q1-E1-D1 

BLASTN 

g2351066 

303 

l.Oe-170 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0P9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139939 

LIB24-08 6-Q1-E1-D12 

BLASTN 

g4455168 

323 

O.Oe+00 

323 

100 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAC clone FIOMIO 



16957 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139940 

LIB24-086-Q1-E1-D8 

BLASTX 

g3281850 

783 

8.0e-84 

150 

99 

{AL031004) monogalactosyldiacylglycerol synthase 
protein [Arabidopsis thaliana] 



- like 



139941 

LIB24-086-Q1-E1-E11 

BLASTX 

g3688195 

367 

2.0e-35 

98 

42 

(AJ010092) MAP3K beta 3 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139942 

LIB24-086-Q1-E1-F5 

BLASTN 

g4467094 

422 

O.Oe+00 

422 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20D10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139943 

LIB24-086-Q1-E1-H8 

BLASTN 

g4220635 

45 

3.0e-16 

215 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone 



139944 

LIB24-087-Q1-E1-E1 

BLASTX 

g3292821 

172 

2.0e-12 

76 

53 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 



139945 

LIB24-087-Q1-E1-F3 



16958 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g4678258 

193 

l.Oe-105 

193 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6I7 



139946 

LIB24-088-Q1-E1-B2 

BLASTN 

g4371278 

63 

7.0e-27 

139 

86 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



139947 

LIB24-088-Q1-E1-D1 

BLASTN 

g4159712 

199 

l.Oe-108 

367 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MWI23, complete sequence 



PI clone: 



139948 

LIB24-088-Q1-E1-G6 

BLASTN 

g4757388 

122 

3.0e-62 

142 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F15L12, complete sequence 



PI clone: 



139949 

LIB24-089-Q1-E1-A1 

BLASTN 

g3763944 

345 

O.Oe+00 

345 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

139950 

LIB24-089-Q1-E1-C1 

BLASTX 

g3281866 



16959 



BLAST score 


635 


Hi V CL J- U.C 


1 . Oe-66 




X ^ u 


-5 ia.eriL.j-uy 


inn 

xu u 




^ jTIJj U O X VjI U ri y ^LLLCtLXv^^ ^iiJLCXil Lr^J_ dJw'.H^L/^o.LO UXiCl X X Cilia. J 




X J _? X 


Otrk^ • XL/ 


XiXO^ri U O ^ ScX -CiX 


i'itS LiiVJtJ. 




INWDX OX 




BLAST score 


33 


E value 


7.0e-09 


Mia +" f^Vi 1 on/T'f'Vi 
i*iciL01i Xc;XiyLil 




^ XUcIiLXLy 


o o 


iNL^oX ucscrxpuxon 


J-lX clJJXU.L?|Jo X o Li JlCl XX CLl id L^llX LJilLL'OvJi.llc XX lJi-l\^ £ J. ± £ J. Zf ydiWiLL. 








X O ^ ^ 


Qf^rr TV) 

OC\^* XL* 


J-lXiJ^I U O -7 \dX £jJ. Ht^ 


L it? L.11W^ 


RT.ASTX 


NCBI GI 


g2832683 


BLAST score 


349 


E V3.1u.e 




ria. uun xeng Lii 


DO 


% identity 


1 nn 

lUU 


iNV_/DX L'SoCxXJ-zLXUIl 


\ rlXiVJ Z X / X Z y ^LlLclLXVt^ ^XtJLcXii LriX ciUX'J.UJ^ o X o Uiid. J-Xciiici J 


beq. JNo. 


xoy yoo 


oeq. xjj 


T A —HQ Q— nl —'Pi — 




O XltIO X LN 


JnCdx (j1 


gjy^iou / ft 


BLAST score 


365 


E value 


O.Oe+00 


Match length 


oO D 


% identity 


QQ 


JNuoi uescripTiion 


iiraDictopsis r.na±iana cnrouiosoine ii tsiio i/ro genomic 




secjueiioc/ cvjmpxeT_e tscc^Licixoc [i^.! eiijx(j.(j|jibXo Lxiaxxciiici j 


oeq, iNO . 




Spa ID 


LIB24-089-O1-E1-G9 


Method 


BLASTN 


NCBI GI 


g4544381 


BLAST score 


67 


E value 


l.Oe-29 


Match length 


153 



% identity 94 

NCBI Description Arabidopsis thaliana chromosome II BAG F16F14 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139955 

LIB24-090-Q1-E1-A3 

BLASTN 

g3128134 

335 

O.Oe+00 

339 

100 



16960 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18G13, complete sequence [Arabidopsis thaliana] 



Seq. No. 


139956 


Seq. ID 


LIB24-090-Q1-E1-C2 


LYietnoQ 


■RT aQTV 




gz ^ oz ^ 


dJjAo i score 




Hi Vd-LU.^ 




LYiatcn ±enyi,n 




^ iQenoiuy 






fYly*2Q'51 alutathione transferase FArabidoDsis 


Seq. No. 


139957 


Seq. ID 


LIB24-090-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


349 


E value 


l.Oe-33 


Match length 


70 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


139958 


Seq. ID 


LIB24-090-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g4567271 


BLAST score 


290 


E value 


4.0e-26 


Match length 


101 


% identity 


63 


NCBI Description 


(AC006841) putative kinesin 


Seq. No. 


139959 


Seq. ID 


LIB24-090-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


275 


E value 


l.Qe-153 


Match length 


275 


% identity 


100 


NCBI Description 


Sequence of BAG F19P19 from 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139960 

LIB24-090-Q1-E1-F2 

BLASTX 

g3152603 

317 

2.0e-29 

71 

82 

(AC004482) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139961 

LIB24-090-Q1-E1-F4 

BLASTN 

g3449321 

61 

5.0e-26 

161 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTGIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



139962 

LIB24-090-Q1-E1-G6 

BLASTX 

g3915639 

510 

7.0e-52 

117 

87 

ALTERNATIVE OXIDASE lA PRECURSOR >gi_2506083_dbj_BAA22625_ 
(D89875) alternative oxidase [Arabidopsis thaliana] 



139963 

LIB24-090-Q1-E1-H5 

BLASTN 

g4204173 

95 

l.Oe-46 

95 

100 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence. 



139964 

LIB24-091-Q1-E1-B10 

BLASTN 

g4538990 

294 

l.Oe-165 

313 

98 

Arabidopsis thaliana DNA chromosome A, 
(ESSA project) 



BAC clone T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 



139965 

LIB24-091-Q1-E1-C12 

BLASTX 

g2827712 

645 

l.Oe-67 

122 
100 

{AL021684) endoxyloglucan tranf erase-like protein 
[Arabidopsis thaliana] 

139966 

LIB24-091-Q1-E1-D8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

443 

4.0e-44 

84 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


139967 


Seq. ID 


LIB24-091-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


gl563719 


BLAST score 


352 


E value 


2.0e-33 


Match length 


104 


% identity 


66 


NCBI Description 


(Y08320) cyclophylin 


Seq. No. 


139968 


Seq. ID 


LIB24-091-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


gl877523 


BLAST score 


329 


E value 


O.Oe+00 


Match length 


337 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139969 

LIB24-091-Q1-E1-F2 

BLASTN 

g3241927 

314 

l.Oe-176 

385 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 

139970 

LIB24-091-Q1-E1-F4 

BLASTN 

g3128142 

181 

3.0e-97 

376 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



16963 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139971 

LIB24-091-Q1-E1-G9 

BLASTX 

gl36636 

475 

8.0e-48 

87 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C,6.3.2.19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_l 66924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139972 

LIB24-091-Q1-E1-H8 

BLASTN 

g4567300 

124 

9.0e-64 

124 
100 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139973 

LIB24-092-Q1-E1-C11 

BLASTX 

g4206206 

342 

3.0e-32 

91 

79 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139974 

LIB24-092-Q1-E1-C8 

BLASTN 

g3548797 

39 

l.Oe-13 

39 
100 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139975 

LIB24-092-Q1-E1-D4 

BLASTX 

gl491712 

254 



16964 




£j V CL-L U.C 






1 nQ 

X u _? 




47 




\/^jjj\j±} u.iiJviivjwii [_ noiuvj oa.pxen.oj 


O t; ^ • IN • 


X O -7 -7 / U 


^ • -L !_/ 


±JJLO£t^ \J ill X LJO 


Mp"l"hioH 




NCBI GI 


gl906830 


BLAST score 


718 
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Sea ID 
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BLASTN 


NCBI GI 


a3869074 


BLAST score 


169 


E value 


3.0e-90 
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^ ^7 




Arabidopsis thaliana genomic DNA/ chroinosoine 5/ PI clone; 
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NCBI GI 


g4406384 


BLAST score 


369 
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Sea ID 
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Methofi 


BLASTX 


NCBI GI 




BLAST score 


467 


E value 


5.0e-47 


i\lcl LOIi XciiyL-Il 


Qfi 


^ XU.CliLlL.y 


Qf^ 


LNL^rsx uescrxpT-xon 


(AC005169) putative copia-like transposable element 
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OXltIO i. 


NCBI GI 


g3258570 


BLAST score 


58 


E value 


4.0e-62 


Match length 


135 


% identity 


94 


NCBI Description 


(U89959) Unknown protein [Arabidopsis thaliana] 



16965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139981 

LIB24-092-Q1-E1-H6 

BLASTN 

g2244829 

197 

l.Oe-107 

281 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139982 

LIB24-093-Q1-E1-A9 

BLASTX 

g3688799 

160 

2.0e-ll 

32 
100 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139983 

LIB24-093-Q1-E1-B8 

BLASTX 

g4539423 

460 

4.0e-46 

109 

85 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139984 

LIB24-093-Q1-E1-B9 

BLASTN 

g4432811 

405 

0. Oe+00 

405 

100 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139985 

LIB24-093-Q1-E1-C11 

BLASTX 

g4406765 

544 

7.0e-56 

120 

92 

{AC006836) putative cold-regulated protein corl5 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



139986 

LIB24-093-Q1-E1-C7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTS 

g4490291 

283 

l.Oe-158 

366 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



139987 

LIB24-093-Q1-E1-D12 

BLASTX 

g4506387 

150 

l.Oe-09 

73 

41 

RAD23 (S, cerevisiae) 
>gi_1709985_sp_P54727 



BAG clone F17M5 



homolog B 

_R23B_HUMAN UV EXCISION REPAIR PROTEIN 
PROTEIN RAD23 HOMOLOG B {HHR23B) (XP-C REPAIR COMPLEMENTING 

COMPLEX 58 KD PROTEIN) (P58) >gi_1082758_pir S44346 RAD23 

protein homolog - human >gi_498148_dbj_BAA04652_ (D21090) 
XP-C repair complementing protein (p58/HHR23B) [Homo 
sapiens] 



139988 

LIB24-093-Q1-E1-F11 

BLASTN 

g2245073 

84 

2.0e-39 

100 

49 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



139989 

LIB24-093-Q1-E1-H4 

BLASTX 

g4056433 

178 

4.0e-13 

54 

54 

(AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb_X60376 from Brassica napus . [Arabidopsis thaliana] 

139990 

LIB24-093-Q1-E1-H8 

BLASTX 

g3860247 

49 

4.0e-26 

87 

70 

(AC005824) unknown protein [Arabidopsis thaliana] 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139991 

LIB24-094-Q1-E1-A1 

BLASTN 

g4406805 

247 

l.Oe-136 

377 

100 

Arabidopsis thaliana chromosome II BAG T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139992 

LIB24-094-Q1-E1-B11 

BLASTN 

g4581161 

202 

l.Oe-110 

387 

100 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 



Seq. No. 


139993 


Seq. ID 


LIB24-094-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


gl621539 


BLAST score 


657 


E value 


4.0e-69 


Match length 


129 


% identity 


42 


NCBI Description 


{U28415) annexin-like protein [Arabidopsis thaliana] 


Seq. No. 


139994 


Seq. ID 


LIB24-094-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g2497753 


BLAST score 


263 


E value 


6.0e-23 


Match length 


95 


% identity 


49 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR {LTP 



3) 

>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139995 

LIB24-094-Q1-E1-G3 

BLASTX 

g3258569 

569 

7.0e-59 

119 

100 

{U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



139996 

LIB24-094-Q1-E1-H7 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129550 

436 

3.0e-43 

113 

76 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 454 03 4_emb_CAA2 3031, 1_ (AL 035394) calcium- depende n t 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 


139997 


Seq. ID 


LIB24-095-Q1-E1-C1 


Method 


BLASTN 


NCBI GI 


^ ^ ^ ^ ^ ^ ^ 

g2351066 


BLAST score 


331 


E value 


O.Oe+00 


Match length 


339 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




M0P9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


139998 


Seq. ID 


LIB24-Q95-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


647 


E value 


5.0e-68 


Match length 


123 


% identity 


98 


NCBI Description 


(AC005395) putative casein kinase [Arabidopsis thaliana] 


Seq. No. 


1 o n n ri n 

139999 


Seq. ID 


LIB24-095-Q1-E1-E12 


Method 


BLASTN 


NCBI GI 


g4371278 


BLAST score 


99 


E value 


2.0e-48. 


Match length 


347 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T2N18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140000 


Seq. ID 


LIB24-095-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


g4581084 


BLAST score 


71 


E value 


9.0e-32 


Match length 


227 


% identity 


90 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T30F21 genomic 




sequence, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140001 

LIB24-095-Q1-E1-F3 

BLASTX 

gl053Q47 

267 

5.0e-24 

54 

98 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 



140002 

LIB24-095-Q1-E1-F4 
BLASTN 







BLAST score 


92 


E value 


7 . Oe-45 


Match length 




% identity 


inn 
lUU 


jNk^ni jjescnpuion 


HraDiuopsis unaxiana genomic uiN/i^ 




MQJ2, complete sequence 


Seq. No. 


140003 


Seq. ID 


LIB24-095-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


g479413 


BLAST score 


654 


E value 


9.0e-69 


Match length 


131 


% identity 


100 


NCBI Description 


myosin-like protein - Arabidopsi; 


Seq. No. 


140004 


Seq. ID 


LIB24-095-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


68 


E value 


7.0e-30 


Match length 


132 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome ; 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140005 

LIB24-095-Q1-E1-H7 

BLASTN 

g4263753 

118 

6.0e-60 

207 
100 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



140006 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-096-Q1-E1-A11 

BLASTX 

gll71978 

440 

9.0e-44 

106 
35 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
{PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_einb_CAA17561_ {AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140007 

LIB24-096-Q1-E1-A6 

BLASTN 

g2673901 

378 

O.Oe+00 

403 

99 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140008 

LIB24-096-Q1-E1-C9 

BLASTX 

g3062791 

325 

3.0e-30 

84 

73 

(AB010433) Lipid transfer protein [Brassica rapa] 



140009 

LIB24-096-Q1-E1-E5 

BLASTN 

g4589433 

55 

2.0e-22 

120 

87 

Arabidopsis thaliana genomic DNA, 
MNI5, complete sequence 



chromosome 5, PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140010 

LIB24-096-Q1-E1-E6 

BLASTX 

g585536 

615 

3,0e-64 

111 

100 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 
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E value 


2.0e-48 


Match length 


90 
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uXIclxxclXld. J 




140012 


oeq. ±u 




Method 


BLASTX 


NCBI GI 


g2213594 




O J / 


E value 


o . ue / 4 


Match length 






1 nn 

XU u 


NCBI Description 


^AUUUUo4o; i/jNy,i4 LfiraDiciopsis 


oeq . INO . 


1 4001 ^ 
x^ U U ± o 






Method 


RT 2\ QTV 


iNLfDX K3± 


gz o ^ D i?uu 


BLAST score 


487 


E value 


4.0e-49 


Match length 


146 


% identity 


68 


NCBI Description 


(AB004461) DNA polymerase alpha 




sativa] 



I PRECURSOR 



(LHCP AB 140) [Arabidopsis 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140014 

LIB24-097-Q1-E1-A4 

BLASTN 

g3241927 

423 

0-Oe+OO 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140015 

LIB24-097-Q1-E1-B2 

BLASTX 

g3927837 

423 

9.0e-42 

81 

100 

(AC005727) putative core protein [Arabidopsis thaliana] 



Seq. No. 



140016 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-097-Q1-E1-B4 

BLASTX 

g99741 

491 

l.Oe-49 

103 

95 

P-glycoprotein pgpl - Arabidopsis thaliana 
140017 

LIB24-097-Q1-E1-B8 

BLASTX 

g4262228 

319 

2.0e-29 

124 

52 

{AC006200) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140018 

LIB24-097-Q1-E1-C2 

BLASTN 

g4063737 

116 

5.0e-59 

116 

100 

Arabidopsis thaliana chromosome II BAG F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



140019 

LIB24-097-Q1-E1-C6 

BLASTN 

g4741184 

420 

O.Oe+00 

420 

100 

Arabidopsis thaliana DNA chromosome 3^ 
(ESSA project) 



BAG clone T23J7 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



140020 

LIB24-097-Q1-E1-C7 

BLASTN 

g2760169 

341 

O.Oe+00 

408 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 

140021 

LIB24-097-Q1-E1-E5 

BLASTX 

gl362003 



PI clone 



16973 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



735 

3.0e-78 

143 

99 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 



O ^ • vJ • 


X U UZ ^ 


oecj. ±u 




rue unou 


Dii/io i IN 


NPRT HT 








£-1 V d-L Lit^ 




Match length 


36 


% identity 


100 


lnujdi uescrxpuxon 


Xenopus laevis cDNA 


beg. NO. 


1 >i n n o "3 






Method 


BliAbiJN 




g4z4 y^yo 


i3ijH,o i score 


z yz 


Hi V d J. Li.C 


X • Ucr X O O 


Match length 


394 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




sequence, complete s 


Seq. No. 


140024 


Seq. ID 


LIB24-097-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g3367534 


BLAST score 


629 


E value 


8.0e-66 


Match length 


143 


% identity 


90 



[Arabidopsis thaliana] 



NCBI Description 



(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140025 

LIB24-097-Q1-E1-H6 

BLASTX 

gl350680 

731 

9.0e-78 

142 

99 

60S RIBOSOMAL PROTEIN LI 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value - 



140026 

LIB24-097-Q1-E1-H8 

BLASTX 

g4585981 

292 

2.0e-26 



16974 



il 





V O 




ftp 




{rz.Kj'JKJ -D/LO / } OXIUXXCLX L-w r4cl r / n i ^ A.011clliy XXilJ pXvJOCXllO 




l^rix dJ^xuL/poxo L.iidxxdiidj 




X ft U / 




XiXID^'i U -? ^ Si-*- ■t-'-'- -rt-J- 






NCBI GI 


g3885340 


BLAST score 


562 








X U X 




QQ 




fZif^nriR^'?'^! nn IrnrMnTn nT'ol" fain TZXt^pV^t Hor^Q iq "hhialnanaT 

\rV^\J\J ^yj Ci O } tXil ivii^ Wll ^X^^UCXll l^rlX dUX lUW^O X iD L.XidXXdildj 


Qarr Kir* 
o ^ • IN w • 


X r± U O 




T,TR?4-nQQ-01 -Fl — A4 

XiXO^rx VJ J? -? ^X JitX rt*± 




oxir^o J. IN 




yrtJ/Xii/O 


BLAST score 


149 


E value 


2.0e-78 




1 Q7 


^ xQentxty 


-7 'I 


iNL-'DX uescxxpi-xon 


iirajjxaopsxs i,ndxxdnd cnj-omosoiue -LX niik^ iziNxo yenoinxc 




sscjuence^ coiupxeL.e s©<^uence Lr^xdoxtiupibxo L.iidxxaiidj 


beCJ. JNO. 


1 / n no Q 
14 uuz y 


oecj. ±u 


IjXdz u i7 y X Hix 




DXirlO 1 IN 


iNk_/JDX OX 


rr^941 Q1 7 
yj^r±x_?x / 


BLAST score 


153 


E value 


7.0e-81 


iudUOii X^ii^^ 1,11 


X ^ J 


^ Xvj.eiii,x L.y 




M ^ T2 T n ^ o V* "i "i 

iN^Dx uescx xpi,xun 


fix di>xu.opsxs unaxxdnd genoiuxc ulnh./ cnroiuosoiue Df irio 




rVXj70X/ OL/liLpXC L-^ OC^^LidiOC [_r^X dUX(,J.V_?po X o UlldXXdlldJ 


oecj. iNO . 


X4UUoU 


O^V^a XL/ 


T TR94 — nQQ— nl — Fl — Fl H 




BLASTN 


NCBI GI 


g4455339 


BLAST score 


46 


E value 


3.0e-17 


Match length 


85 


% identity 


95 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140031 

LIB24-099-Q1-E1-F3 

BLASTN 

g2924732 

273 

l.Oe-152 

281 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, 



PI clone: 



16975 



MUA2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140032 

LIB24-099-Q1-E1-F5 

BLASTX 

g4567286 

74 

2.0e-15 

57 

84 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140033 

LIB24-099-Q1-E1-G8 

BLASTX 

g464524 

139 

8.0e-09 

31 

87 

RAS-RELATED PROTEIN RAB-IA >gi_345404_pir S32206 RABl 

protein - great pond snail >gi_481217_pir S38339 rabl 

protein - great pond snail >gi_288934_emb_CAA51233_ 
(X72688) RABl [Lyitmaea stagnalis] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140034 

LIB24-099-Q1-E1-H1 

BLASTX 

gl32939 

461 

2.0e-46 

91 

96 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
{M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140035 

LIB24-099-Q1-E1-H12 

BLASTX 

g3702314 

606 

3.0e-63 

116 

100 

(AC002535) similar to SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140036 

LIB24-100-Q1-E1-A11 

BLASTX 

gl345594 

546 

4.0e-56 

123 

93 



16976 



NCBI Description 14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 {U36447) GF14 
Kappa isoform [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140037 

LIB24-100-Q1-E1-A6 

BLASTX 

gl903347 

308 

2.0e-28 

93 

73 

(AC000104) EST gb_ATTS5672 comes from this gene. 
[Arabidopsis thaliana] 

140038 

LIB24-100-Q1-E1-B8 

BLASTN 

g2760168 

337 

O.Oe+00 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone: 



140039 

LIB24-100-Q1-E1-D12 

BLASTN 

g4757662 

277 

l.Oe-154 

301 

98 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



140040 

LIB24-100-Q1-E1-D6 

BLASTN 

g4757417 

207 

l.Oe-113 

271 

94 

Arabidopsis thaliana genomic DNA, 
T30G6, complete sequence 



chromosome 5, PI clone; 



140041 

LIB24-100-Q1-E1-F9 

BLASTN 

g3599967 

254 

l.Oe-141 

254 

100 

Arabidopsis thaliana clp protease 



(CLP) mRNA, partial cds 



16977 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140042 

LIB24-100-Q1-E1-G10 

BLASTN 

g2264316 

65 

2.0e-28 

77 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140043 

LIB24-100-Q1-E1-G12 

BLASTX 

g2688544 

201 

l.Oe-15 

101 

39 

(AE001163) 4-methyl-5 (b-hydroxyethyl) -thiazole 
monophosphate biosynthesis protein (thiJ) [Borrelia 
burgdorferi] 

140044 

LIB24-101-Q1-E1-F2 

BLASTX 

g2507587 

284 

2.0e-25 

57 

88 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998^ir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 



Seq. No. 


140045 


Seq. ID 


LIB24-101-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g3298327 


BLAST score 


345 


E value 


7.0e-33 


Match length 


71 


% identity 


100 


NCBI Description 


(AB010416) delta-VM23 [Raphanus sativus] 


Seq. No. 


140046 


Seq. ID 


LIB24-102-Q1-E1-A10 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


71 


E value 


3.0e-32 


Match length 


114 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG 



(ESSAII project) 



16978 



Seq. No. 


140047 


Seq. ID 


LIB24-102-O1-E1-B11 


Method 


BLASTX 


NCBI GI 


g3292821 


BLAST score* 


272 


E Vf3 1 13P 


5 . Oe-24 


Lid f^\^LX J_^J,lw U>11 


105 


% i-dsnti-ty 


54 


NCBI Descrintion 


\ j_l W *J X W X (J ^ ^ Ll U O. L> X V C ! 


Seq, No. 


140048 


Seq. ID 


LIB24-102-O1-E1-D4 


Method 


BLASTN 


NCBI GI 


g3540210 


BLAST score 


124 


E value 


l.Oe-63 


Match length 


172 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



romosome I BAC F5A8 genomic 
complete sequence [Arabidopsis thaliana] 



140049 

LIB24-102-Q1-E1-E8 

BLASTX 

g4249382 

209 

9.0e-17 

55 

80 

{AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No, 


140050 


Seq. ID 


LIB24-102-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


gl710549 


BLAST score 


277 


E value 


l.Oe-24 


Match length 


51 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 


Seq. No. 


140051 


Seq. ID 


LIB24-102-Q1-E1-G10 


Method 


BLASTN 


NCBI GI 


g4455229 


BLAST score 


261 


E value 


l.Oe-145 


Match length 


294 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA < 




(ESSAII project) 


Seq. No. 


140052 


Seq. ID 


LIB24-102-Q1-E1-H12 



F13M23 



16979 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq, ID 
Method 
NCBI GI 



BLASTX 

g486784 

581 

3.0e-60 

130 

27 

Golgi-associated particle 102K chain 



human 



140053 

LIB24-102-Q1-E1-H8 

BLASTN 

g4263753 

117 

4,0e-59 

327 

61 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

140054 

LIB24-103-Q1-E1-A1 

BLASTX 

g3850587 

343 

6.0e-33 

68 

97 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

140055 

LIB24-103-Q1-E1-A5 

BLASTX 

g585421 

524 

l.Oe-53 

97 

100 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_4 31258 {L23968) lipoxygenase [Arabidopsis thaliana] 

140056 

LIB24-103-Q1-E1-B8 

BLASTX 

gl669389 

545 

6.0e-56 

100 

100 

(U42007) actin 8 [Arabidopsis thaliana] 
140057 

LIB24-103-Q1-E1-G5 

BLASTX 

gll69599 



16980 



BLAST score 


# 

364 


E value 


8.0e-35 


Match length 


87 


% identity 


80 


NCBI Description 


OMEGA- 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_541883_pir JQ2336 omega-3 fatty acid desaturase (EC 

1.14.99.-) CFD - Arabidopsis thaliana >gi_408481 (L22961) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_468434_dbj_BAA05040_ (D26019) plastid fatty acid 
desaturase [Arabidopsis thaliana] >gi_54 1653_dbj_BAA03106_ 
(D14007) omega-3-desaturase [Arabidopsis thaliana] 

140058 

LIB24-103-Q1-E1-G8 

BLASTX 

g2443755 

573 

3.0e-59 

125 

83 

(AF020433) cyclophilin [Arabidopsis thaliana] 
140059 

LIB24-104-Q1-E2-A11 

BLASTX 

g267073 

144 

l.Oe-09 

29 

86 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq, No. 


140060 


Seq. ID 


LIB24-104-Q1-E2-C7 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


469 


E value 


4.0e-47 


Match length 


121 


% identity 


42 


NCBI Description 


(AC004481) unJcnown protein [Arabidopsis 


Seq. No. 


140061 


Seq, ID 


LIB24-104-Q1-E2-D5 


Method 


BLASTN 


NCBI GI 


gl905875 


BLAST score 


96 


E value 


4.0e-47 


Match length 


96 


% identity 


100 


NCBI Description 


Arabidopsis thaliana biotin carboxylase 




mRNA, complete cds 


Seq, No. 


140062 



16981 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-104-Q1-E2-F10 

BLASTX 

g4510346 

400 

5.0e-39 

124 

62 

{AC006921) hypothetical protein [Arabidopsis thaliana] 
140063 

LIB24-106-Q1-E1-B12 

BLASTN 

g3176694 

225 

l.Oe-123 

368 

100 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140064 

LIB24-106-Q1-E1-C10 

BLASTX 

g4589965 

503 

5.0e-51 

100 

100 

(AC007169) putative glyoxalase II [Arabidopsis thaliana] 
140065 

LIB24-106-Q1-E1-D12 

BLASTX 

g2244904 

166 

l.Oe-11 

139 
9 

(297339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

140066 

LIB24-106-Q1-E1-E1 

BLASTN 

g2264318 

387 

O.Oe+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



140067 

LIB24-106-Q1-E1-E5 

BLASTN 

g4159706 

114 



16982 



E value 


l.Oe-57 




184 




97 




riX dij X o X o LiiCtX XctliCi (J CiivJiLlX\^ L/LNrl./ OliX UilL(Jo vJillo O/ IT X 






O • m 


140068 

X *± VJ w u o 


Seq. ID 


LIB24-106-O1-E1-F1 


Method 


BLASTX 


NCBI GI 


g3395588 


BLAST score 


149 


E value 


5.0e-10 


Ma t ch Ipncil" h 


58 




45 




^rlXiUOXX/^^ otiXXiitr UilX cL^iiXliC ^XUUCXii ^IKJo^llCi Ucto c 




r^p'H'i "7 r\ ^ ^ c cYx ^ v r\T(\\7 r* ^ T^r^mV^ol 


C o pr Kf 

O C 4 . IMQ • 


Xri U U D-7 


Seq. ID 




Meth-Oci 


BLASTN 


NCBI GI 


g3236479 


BLAST score 


245 


E value 


l.Oe-135 




^ u ^ 








rii ajjxu.opoXb criaxxaiia Driu z^n^f xroiu cnroiuosoine Xv 




pM f^f^TTiTiT P"I~P «!PrrnPTir'P 


Qorr "Mrs 
O C q . LN (J • 


1 4 nrnn 

Xrl U VJ / U 


Seq. ID 


LTB?4-T 0 6-01 -F,1 


Method 


BLASTX 


NCBI GI 


g4510424 


BLAST score 


512 


J— I V uXU^ 


4 Oe-52 




^ -7 




1 no 

xu u 




^ Z\ PO 0 ^ Q ^ Q ^ T^n'f~3'f~"l T70 O a T'Vs/^VT 7T^ OT^'f" n ^20A f Zi V S T /H/^T\0"i O 

\rH^\JU U2?^ 2/ ; pu.uclL.XVc L-clXIJUXypcp LXUcloc L-riX aJJXU.Upo X o 


Q o rr lCir\ 
O c q . LN O • 


X^ U U f X 


Seq. ID 


LIB24-107-O1-E1-A10 

XJXU^^ X \J I \/ Jl, J_i X iT-X W 


Method 


BLASTX 


NCBI GI 


a4539383 


BLAST score 


474 


E value 


7.0e-48 










LN^OX L/CO L'X X^ UXUii 


\rxij\j o D D ^ D ) pui_ai-xve pxot-exn t r X ayinent J [fixaDxaopsx 




thai irinal 


Q ^ • LN \ J • 


1 4 0079 
X ri u u / ^ 


Spa TD 


T.TR94-1 07-nl -F1 -R1 7 

XlXi-J^rl XU / WX i-iX iDXZi 


Method 


BLASTN 


NCBI GI 


g2245073 


BLAST score 


173 


E value 


l.Oe-92 


Match length 


258 


% identity 


100 



18.8 



16983 



® 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No, 


140073 


Seq. ID 


LIB24-107-Q1-E1-C9 


lYieunoQ 


tSJuiiO i A 




gf± 0 ^^7^X4 


dLiAo i score 


ZD L 


E value 


X . ue zx 


Match length 


11/1 
X X4 


% identity 


A "3 


LNursj- uescription 


^iiXiU^oo / y ; Kxnesin xiice prouexn 


oeq, LNO . 


X4 uu / 4 


Seq, ID 


LIB24-107-Q1-E1-D7 


Method 


BLASTX 




gz ft JO 


jDijiio i score 


"5 A 


E value 


1 Ho — "^"^ 

X • ue Jo 


Match length 


10 c: 
XZ 3 


% identity 


30 


NCBI Description 


(AuUuzzy4 } simixar to nam (gp x 




^gp aduuzodu xi744XoZ; proteins 


Seq, No. 


140075 


Seq. ID 


LIB24-107-Q1-E1-E8 


Method 


dXiAo i A 


NCBI GI 


g4(J4yo51 


BLAST score 




E value 


X • ue oz 


Jxlaucn lengtn 


y 0 


% identity 


99 


nudi uescripLion 


(AL034567) nodulin-like protein 


oeq, iNO. 




Seq. ID 


LIB24-107-Q1-E1-F12 


Method 


BLASTN 




g4zboOoD 


biiAbi score 


z by 


E value 


1 . Ue-xoU 


iYiai.cn ±engL.n 


'^AO 
04Z 


% identity 


Q 1 

yi 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence 


oeq. iNo. 


1 >i n m T 
X4UU / / 


Seq. ID 


LIB24-107-Q1-E1-G11 


Method 


BLASTN 




gz D / uzzo 


BLAST score 


160 


E value 


9.0e-85 


Match length 


368 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence [Arabidopsis 


Seq. No. 


140078 



1 BAC F28K20 sequence. 



1 BAC F20D22 sequence. 



16984 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-107-Q1-E1-G6 

BLASTN 

g3738275 

188 

l.Oe-101 

352 

99 

Arabidopsis thaliana chromosome II BAG F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. NO* 


1 A PiCll Q 

14UU / y 


oeq. ±u 


j_iXi3Zft xu i \gi± JLX nx^ 




■RT aciTY 




yox'i.?;?^^ 


BLAST score 


491 


E value 


l.Oe-49 


Match length 


xz o 


% identity 


1 / 


NCBI Description 


(ABUlUzoy) DRHl [Araoiaopsis 


Seq. No. 


140080 


Seq. ID 


LIB24-108-Q1-E1-A5 


Method 


OT TV O rniVT 

BLASTN 




gfi X 0 j7 / 


BLAST score 


300 


E value 


l.Oe-168 


Match length 


382 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic 




MGD8, complete sequence 


Seq. No. 


140081 


Seq. ID 


LIB24-108-Q1-E1-D11 


Method 


BLASTN 


NCBI GI 


g4580454 


BLAST score 


308 


E value 


l.Oe-173 


Match length 


312 


% identity 


100 



PI clone 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAG T2G17 genomic 
sequence, complete sequence 

140082 

LIB24-108-Q1-E1-F12 

BLASTN 

g2564051 

98 

2.0e-48 

98 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140083 

LIB24-108-Q1-E1-H1 

BLASTX 

g4587549 



16985 



11 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



363 

l.Oe-34 

75 

84 

{AC006577) Similar to gb_U55861 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb T44127 come from this gene. [Arabidopsis t 



oeg. JNO . 




Cciz-T T n 

oe<5. 




Method 










o o o 


E value 


O.Oe+00 


Match length 


404 


% identity 


1 C\C\ 

lUU 


NLBI Description 


Arabidopsis thaliana chromosome II BAC F16M14 genor 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140085 


Seq. ID 


LIB24-109-Q1-E1-B3 


Metnoa 


BLASTX 




g4UUboou 


DiiAoi score 


4 Jo 


E value 


3.0e-43 


Match length 


100 


^ laentity 


Q 1 
0 / 


NCBI Description 


(Z997 07) putative protein [Arabidopsis thaliana] 


beq. wo. 


14UUo O 


Seq. ID 


LIB24-109-Q1-E1-C1 


Method 


BLASTN 


NCBi bl 


g4oiyiy4 


Dixrio i score 


143 


E value 


4.0e-76 


Match length 


193 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, Pi 




MHM17, complete sequence 


Seq. No. 


140087 


Seq, ID 


LIB24-109-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g3522948 


BLAST score 


682 


E value 


5.0e-72 


Match length 


137 


% identity 


92 



clone: 



NCBI Description (AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



140088 

LIB24-109-Q1-E1-E12 

BLASTX 

gll5783 

598 

3.0e-62 



16986 



Match length 

% identity 

NCBI Description 



113 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ {X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



140089 

LIB24-109-Q1-E1-E9 

BLASTX 

g818849 

230 

2.0e-19 

77 

52 

(U25430) 
sativa] 



nucleotide pyrophosphatase precursor [Oryza 



140090 

LIB24-109-Q1-E1-F1 

BLASTN 

g4519197 

219 

l.Oe-120 

235 

51 

Arabidopsis thaliana genomic DNA, chromosome 3/ PI clone: 
MTCll, complete sequence 

140091 

LIB24-109-Q1-E1-F10 

BLASTN 

g4454004 

124 

2.0e-63 

128 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
{ESSAII project) 

140092 

LIB24-109-Q1-E1-F12 

BLASTN 

g3831448 

414 

0,0e+00 

414 

100 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140093 

LIB24-109-Q1-E1-F6 

BLASTX 

g4539383 

191 

2.0e-14 



16987 




tYia.i,cn ±eny i,n 


1 '^7 
lo / 


^ iQennL.y 




NCBI Description 


(AL035526) putative protein ( fragment) [Arabidopsis 




thaliana] 


^ ^T>*^ 

oecj. NO. 


1 ^ n n Q /I 




T TT29/1— 1 HQ— ni— T?1— TTQ 
LilDZfi lUy yi Jlil r 




RT a CITY 


NCBI GI 


g4678280 


BLAST score 


263 


E vslue 


/ . ue z J 


Ma.tch. length. 


1 4 u 


^ Identity 


yi 1 
4 1 


invk^idx uescnpuion 


^iiiiU4 i?DDU ; zmc linger iiKe prouem [/iraxjx<j.opsis ^naiiana 


oeq. wo. 


1 4 uu yo 




IjlnZft lU ^ Sdl -I-jI 




OljriO 1 In 






BLAST score 


294 


E value 


l.Oe-164 


IVA-^ "4" 1^ 1 ir% 't" V\ 

lYiBucn xengTin 


A 77 
40/ 


% identity 


y y 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB^4-lUy-Ql-El-Ho 


Lyietnou 


±51t/lO i A 




g^4 y4 izo 


BLAST score 


702 


E value 


2.0e-74 


Matcn lengcn 


1 jy 


■e Identity 


inn 
lUU 


NCBI Description 


(ACOOzj/o) Strong similarity to Cucumis acetyl-CoA 




acyltransf erase (gb D70895) - [Arabidopsis thaliana] 


beq. No. 


14U(Jy / 


oeq. lu 


Jj1Jd^;4 — iiu yi Jbi— A/ 


A/r A ^ 


RT Zl QTM 


■KTr<OT PT 
iNV^JDl yj± 


g^ 01^1 


BLAST score 


212 


E value 


l.Oe-116 


Match length 


410 


% identity 


01 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MDCll, complete sequence 


Seq. No. 


1 >i n A 0 


oeq. IJJ 


L 1 oZ 4 - 1 1 U — y 1 -h 1 -Ay 


Method 


iDli/iO 1 A 






BLAST score 


271 


E value 


5.0e-24 


Match length 


68 


% identity 


71 


NCBI Description 


beta-glucosidase {EC 3.2.1.21) - rape 



16988 



>gi_7 5774 0_eitib_CAA5 7 9 1 3_ 
[Brassica napus] 



(X82577) beta-glucosidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140099 

LIB24-110-Q1-E1-B7 

BLASTX 

g3395426 

459 

6.0e-46 

102 

86 

(AC004683) unknown protein [Arabidopsis thaliana] 
140100 

LIB24-110-Q1-E1-D4 

BLASTN 

g4581103 

67 

3.0e-29 

67 

100 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

140101 

LIB24-110-Q1-E1-F10 

BLASTN 

g2264313 

34 

2.0e-09 

110 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOPIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 


140102 


Seq. ID 


LIB24-110-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g4204257 


BLAST score 


438 


E value 


2.0e-43 


Match length 


97 


% identity 


82 


NCBI Description 


{AC005223) 5493 [Arabidopsis 


Seq. No. 


140103 


Seq. ID 


LIB24-110-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g3241922 


BLAST score 


120 


E value 


7.0e-61 


Match length 


374 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic 



MLM24, complete sequence [Arabidopsis thaliana] 



Seq. No. 



140104 



16989 





LTB24-110-O1-E1-H12 

XlXi^^^ XXU ^X J-i X 11 X ^ 




BLASTX 


V4 V> LJ J. J. 


a4006856 
^ ^ \j \j \j \j ^ \j 


BLAST score 


565 


E value 


3.0e-58 




X *± u 


^ T HottI" 1 "n't/ 


77 


iNk.^DJ. o OI. U -L UIl 


\ £iiy ^ 1 \j 1 } X cJOcp UUX j\.xliCLoo XX pxwutsxii [_jri.x diJXLUjpoxo 




■l~V^a1 nana! 


oecj . iNo . 


X^ U XUO 




T.TR9d-1 1 1 -01 -F1 -R7 

XlXOZ.1 XXX uX O/ 






NCBI GI 


g4415914 


BLAST score 


79 


Zi Va.XU.fc; 


O • xo 


1*13 L.cn xengiin 


Xo y 


-s iaenTi.ir.y 


^ 3 


iNL/DX uescxiption 


^/^UUUO^OZ/ UriK-IiUWIl piUt-cXil L*^X ^^P^-'- LliaXXdiia. J 


o e cj • IN o . 


Xfl U XU 0 


Qan TD 


T.TR94-1 1 1 -nl -F1 -Rfl 

XiXOZ.ri XXX Sc-*- i-jX DO 




RT.A^TX 
oxir^o i. /\. 


LnUDX yjx 


gOi/Xfl OOO 


oiiAoi score 


0 y D 


E value 


8.0e-62 


Match length 


143 


% identity 


OO 


NCBI Description 


Rno DTT3r*CnM7\T DDA^ITTM T 0 / PUT HDriDT Zi QT" DDTTTTTD QPiP 

OUb KXDvJbUMiiij rKuibXN UrlLiUKUirijiib 1 rKJiL^UKoUK 




>gi ioy4y/4 eitiD OAfi/uoox (iuyooo; pxastxa rxDosoniax 




protexn [■"■raxjxaopsxs Liiaxxa.na.j 


beg, NO. 


X4U1U / 




T TR94 — 1 1 1 —HI — "Fl — "RQ 

XiXD^ri XXX S^X IliX 0-7 




RT a^lTM 






BLAST score 


309 


E value 


l.Oe-173 




ft 0 fi 


% identity 


y y 


jNUox uescrxpLxon 


HraDxaopsis unaxxana yenoirixc uNfi/ cnroiuosonie Of irx cxone 






oeg. NO. 


X4 U 1 UO 


ofc;<4. XL/ 


J-iXOZifX XXX SdX HiX 






L>)V..<IjX L3X 




BLAST score 


155 


E value 


l.Oe-81 


riaccn xengLXi 


A^ A 

4X4 


^ xaenLXty 


y 0 


JNObx uescripuion 


Arabidopsis t ha liana chroinosoine II BAG F16P2 genomxc 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140109 


Seq, ID 


LIB24-111-Q1-E1-C7 


Method 


BLASTX 



16990 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406819 
321 

l.Oe-29 

144 

49 

(AC006201) unknown protein [Arabidopsis thaliana] 
140110 

LIB24-111-Q1-E1-C8 

BLASTN 

g2459406 

136 

9.0e-71 

176 

95 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140111 

LIB24-111-Q1-E1-D11 

BLASTN 

g2760173 

293 

l.Oe-164 

409 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140112 

LIB24-111-Q1-E1-F11 

BLASTN 

g4028969 

250 

l.Oe-138 

420 

99 

Arabidopsis thaliana pollenless3 (178) gene, complete cds; 
beta-9 tubulin {TUB9) gene, partial cds; and unknown gene 

140113 

LIB24-111-Q1-E1-F12 

BLASTX 

g3395443 

357 

6,0e-34 

87 

84 

{AC004683) putative ammonium transporter, 3' partial 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140114 

LIB24-111-Q1-E1-F2 

BLASTX 

g2827621 

536 

5.0e-55 



16991 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
90 

(AL021636) putative protein [Arabidopsis thaliana] 
140115 

LIB24-111-Q1-E1-F6 

BLASTN 

g4325336 

389 

O.Oe+00 

442 

99 

Arabidopsis thaliana BAC F15P23 
140116 

LIB24-111-Q1-E1-G10 

BLASTX 

g3881133 

178 

6.0e-13 

123 

28 

(Z99278) similar to WD domain, G-beta repeats (4 domains) 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140117 

LIB24-111-Q1-E1-H3 

BLASTX 

gl345595 

598 

3.0e-62 

122 

100 

14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFTl) 

>gi_1084332_pir S53727 14-3-3-like protein (ATFl) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 

140118 

LIB24-112-Q1-E1-B5 

BLASTX 

gll70503 

568 

l.Oe-58 

109 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_erab_CAA46188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

140119 

LIB24-112-Q1-E1-B7 

BLASTN 

gl6353 



16992 



BLAST score 


253 




X • X *± u 




^ J ^ 




1 on 

xuu 




ii, , UilciXXcilia. Js-XIlZ ytriltr 


O . IN U • 


X r± u X^ u 


OC?V^ • X 


XlXO^I XX^ Sc-*- L-< X ^ 


Lie? L-ilLj'L.J. 


RT.ASTX 


IN O X O X 




BLAST score 


290 


E value 


4.0e-26 


iyied.U.011 Xcliy LII 


xoo 


^ xuciiuxcy 


RO 


jnudi uescrxprxon 


{ci^yx^U} siinixar i_.o nypoi-iieL.xca.x pLui-cxiib L^ci*-'X, 




<=!nlTl" 1 1 1 1 

O \JLi^ O -1 — 1 1- J 


oeq, IMO . 


1 A 0 1 91 
X U X<i. X 




T TR94-1 1 9— Dl -Fl — Dl 

XiXD^*! XX^ yX E>X UX 


Lie ULL^ul^^ 


RT.ASTN 


iMVwfOJ. VJX 


rf'^R10?47 
yjjxvj*± / 


BLAST score 


387 


E value 


O.Oe+00 


L^ldUv^li XtSliy Uii 


JO t 


^ IQcIil-XLy 


1 00 
X u u 


NCBI Description 


/iraDiQopsis una XI ana g enoiuic uinm./ cnromuiboine o f 




LiOUXXf v_^vjiLL_^X(:7 uc; oc^llcii^c [^ru. cij^Xv^l/^o xo L.iiCLXXcLiici. j 


becj* JNO . 


14 01 99 


Ot5(-J» ±Lf 


T TR94— 1 1 9-ni -vi -ni 1 

XiXO^rx XX^ WX ZjX LJXX 




ijXljrlO X LN 


LnOIDX o-x 


rr9^^%40'^0 


BLAST score 


140 


E value 


8.0e-73 


lYiax-cn xeiigT,n 


■^1 9 


% identity 


xuu 


jnudi uescripT-ion 


/iraDiaopsis tnaiiana genomic jjlnh./ cnronios oiue d / 




LYlUri^Z / otJlUpXfc; Utr 0 t3v_£U,tSliOfc; a.jL>XU,vJpo X 0 UliclX X diicl J 


beg. NO. 


14Ul^o 


OtrLj. XiJ 


T.TR94-1 1 9-ni -F1 -F1 9 

XiXOZ.^ XXZ. ^X JLX HjX^ 


FJc LlltJU 


JDXtfiO I IN 


NCBI GI 


g3152947 


BLAST score 


115 


Zi vaxue 




ixiai-cn lengcn 


X 


% identity 


y 0 


INk^JDX UCo(-X XpLXOIl 


rlX dUXUvjpo Xo UlidXXdlid ILlIvLNrl i-wl. pvM>Xy g dXdO L U.X vJXid 0 c 


oe<5. iNo. 


1 /I ni OA 


oeq. XU 


T TR94 — 1 1 9— Pil — ]?1 — TT"^ 
XiXDZfl XXZ^X lijX lljO 


M<=i'i~ Vi oH 


' ' ' ■ ' i. LN 


NCBI GI 


g2924651 


BLAST score 


334 


E value 


O.Oe+00 


Match length 


398 


% identity 


100 



PI clone 



PI clone 



16993 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140125 

LIB24-112-Q1-E1-E4 

BLASTN 

g710625 

380 

O.Oe+00 

401 

98 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 



140126 

LIB24-112-Q1-E1-F5 

BLASTN 

g2264321 

398 

O.Oe+OO 

398 ^ 
33 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140127 

LIB24-113-Q1-E1-C6 

BLASTX 

g280386 

479 

3.0e-48 

98 

98 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 (J05507) ubiquitin extension protein (UBQl) 
[Arabidopsis thaliana] >gi_166932 {J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi__4678227_gb_AAD26972.1_AC007135_8 {AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 

140128 

LIB24-113-Q1-E1-D9 

BLASTN 

g4584841 

246 

l.Oe-136 

246 

100 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

140129 

LIB24-113-Q1-E1-F7 

BLASTX 

g3549654 

263 

6.0e-23 
141 



16994 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

(AL031394) metal-transporting P-type ATPase (fragment) 
[Arabidopsis thaliana] 

140130 

LIB24-113-Q1-E1-F8 

BLASTX 

g2832629 

295 

8.0e-27 

111 

45 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 

140131 

LIB24-113-Q1-E1-H1 

BLASTN 

g3449333 

223 

l.Oe-122 

227 

52 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXF12, complete sequence [Arabidopsis thaliana] 

140132 

LIB24-113-Q1-E1-H3 

BLASTX 

g4309728 

37 9 

2.0e-36 

109 

72 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 



Seq. No. 


140133 


Seq. ID 


LIB24-114-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


g2505873 


BLAST score 


71 


E value 


l.Oe-31 


Match length 


96 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


140134 


Seq. ID 


LIB24-114-Q1-E1-A6 


Method 


BLASTN 


NCBI GI 


g972918 


BLAST score 


211 


E value 


l.Oe-115 


Match length 


231 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 



40 kb surrounding ACSl locus 



IAA8 (IAA8) gene complete cds 



16995 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140135 

LIB24-114-Q1-E1-B12 

BLASTX 

g4249386 

193 

5.0e-15 

37 

100 

(AC005966) Strong similarity to gb_AF061286 gamma-adapt in 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



beq. NO. 


L*± UX OD 


beq. xu 


XiXD^fi X X \^X HjX CjX 


Method 


BLASTX 


NCBI GI 


g3851584 


BLAST score 


260 


E value 


l.Oe-22 


Match length 


61 


% identity 


84 


NCBI Description 


(AF092563) chromosome- 


Seq. No, 


140137 


Seq. ID 


LIB24-114-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


408 


E value 


4.0e-40 


Match length 


97 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN 



ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No, 


140138 


Seq. ID 


LIB24-115-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g2880048 


BLAST score 


644 


E value 


l.Oe-67 


Match length 


122 


% identity 


98 


NCBI Description 


{AC002340) unknown prot 


Seq. No. 


140139 


Seq, ID 


LIB24-115-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g99688 


BLAST score 


690 


E value 


5.0e-73 


Match length 


133 


% identity 


100 


NCBI Description 


translation elongation 



tor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb__CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



16996 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140140 

LIB24-115-Q1-E1-A7 

BLASTX 

g4406756 

657 

4.0e-69 

129 

100 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140141 

LIB24-115-Q1-E1-A8 

BLASTN 

g3789706 

333 

O.Oe+00 

341 

99 

Arabidopsis thaliana chromosome 1 BAG F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 



140142 

LIB24-115-Q1-E1-A9 

BLASTN 

gl66589 

287 

1.0e-160 

303 
99 

Arabidopsis thaliana transcription factor 
complete cds 



(AGL2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140143 

LIB24-115-Q1-E1-C1 

BLASTN 

g3292807 

211 

l.Oe-115 

369 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F7H19 



140144 

LIB24-115-Q1-E1-D12 

BLASTN 

g4662609 

153 

2.0e-80 

427 

99 

Genomic sequence for Arabidopsis thaliana BAG F10A5, 
complete sequence 



Seq. No. 
Seq, ID 



140145 

LIB24-115-Q1-E1-D8 



16997 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

317 

l.Oe-29 

65 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368__einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_eitib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq, No, 


140146 


Seq. ID 


LIB24-115-Q1-E1-F4 


Method 




NCBI GI 


™o yi o c c 1 Ci 

g24ooolU 


BLAST score 


186 


E value 


1 . ue-iuu 


Match length 


194 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


14 U14 / 


Seq. ID 


LIB24-115-Q1-E1-F5 


Method 


BLASTN 


NCBI GI 


g2864607 


BLAST score 


o /" 

260 


E value 


1 , Oe-144 


Match length 


o c 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




/T70C7VTT T-w j-k -A ^ \ 

(^JiboAii projecuj 


Seq, No, 


140148 


Seq, ID 


LIB24-115-Q1-E1-F9 


Method 


BLASTN 


NCBI GI 


g3985958 


BLAST score 


290 


E value 


l.Oe-162 


Match length 


358 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




MZNl, complete sequei 


Seq, No. 


140149 


Seq, ID 


LIB24-115-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gl762935 


BLAST score 


199 


E value 


5.0e-16 


Match length 


45 


% identity 


91 



NCBI Description (U66264) ubiquitin [Nicotiana tabacum] 



Seq. No. 



140150 



16998 




Seq. ID LIB24-115-Q1-E1-G5 

Method BLASTN 

NCBI GI g3869074 

BLAST score 129 

E value 2.0e-66 

Match length 249 

% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140151 

LIB24-116-Q1-E1-A2 

BLASTX 

g4538963 

271 

3.0e-24 

53 

100 

{AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi__4741958__gb_AAD2877 6 , 1_AF1 34129^1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



140152 

LIB24-116-Q1-E1-A8 
BLASTN 



NCBI GI 


g2244747 


BLAST score 


205 


E value 


l,0e-lll 


Match length 


396 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




fragment No 


Seq, No. 


140153 


Seq. ID 


LIB24-116-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


gl402904 


BLAST score 


657 


E value 


4.0e-69 


Match length 


126 


% identity 


100 


NCBI Description 


(X98313) peroxidase 


Seq. No. 


140154 


Seq. ID 


LIB24-115-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


g4757392 


BLAST score 


84 


E value 


8.0e-40 


Match length 


148 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



DNA, chromosome 3, TAC clone: 



K14A17, complete sequence 



Seq. No. 140155 

Seq. ID LIB24-116-Q1-E1-D7 

Method BLASTN 



16999 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4581084 
373 

O.Oe+00 

377 

100 

Arabidopsis thaliana chromosome I BAG T30F21 genomic 
sequence , complete sequence 

140156 

LIB24-116-Q1-E1-D8 

BLASTX 

g2618725 

637 

9.0e-67 

144 

89 

(U49074) IAA18 [Arabidopsis thaliana] 
140157 

LIB24-116-Q1-E1-D9 

BLASTN 

g4159712 

119 

l.Oe-60 

214 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

140158 

LIB24-116-Q1-E1-E10 

BLASTX 

g464707 

582 

2.0e-60 

115 

100 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi__434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb__CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

140159 

LIB24-116-Q1-E1-E4 

BLASTX 

g2623990 



17000 



BLAST score 


419 


E valu8 


o . ue— 4i 1 


Matcn length 


1^1 


% identity 


71 


NCBI Description 


(YlJloD) rerrocnelatase [Araoiaopsis tnalianaj 


Seq. No, 


140160 


beq. ID 


LlDZ4-llci-yi-rjl-Jl.D 


\JS ^ 4- It f-K j-i 

Metnoa 


hJliAb iA 


NCBI GI 


g2104538 


BLAST score 


710 


E value 


o , ue— / 0 


Match length 


14Z 


% identity 


4 y 


NCBI Description 


(AFUuioUo) AtKAr alpha LAraJDiaopsis unaiianaj 


Seq, No. 


140161 


beq, LD 


lilrsz4 — 11 b-yi-Cjl-r 4 


Method 


bbAb iJN 


NCBI GI 


g474 llo4 


BLAST score 


405 


E value 


O.Oe+00 


Matcn length 


4zo 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone 




(ESSA project) 


Seq. No. 


140162 


Seq. ID 


LIB24-llo-Ql-El-H3 


Method 


rSliAb iX 


NCBI GI 


g4559384 


BLAST score 


223 


E value 


o . Ue-io 


Match length 


o 1 


^ identity 


o / 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


140163 


Seq. ID 


LlBz4 — llo— yl-hil— H4 


Metrioa 


bllAb i N 


iNCrSl Cjl 


goooyuD / 


BLAST score 


359 


E value 


O.Oe+00 


Match length 


OCA 

359 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MCK7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140164 


Seq, ID 


LIB24-117-Q1-E1-A7 


Method 


BLASTN 


LMODl ol 


g4 D / CS^DO 


BLAST score 


225 


E value 


l.Oe-123 


Match length 


317 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 



17001 



(ESSA project) 



Seq. No. 
^Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



140165 

LIB24-117-Q1-E1-C10 

BLASTN 

g3449331 

153 

9.0e-81 

241 

83 

Arafoidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140166 

LIB24-117-Q1-E1-D12 

BLASTN 

g4757415 

56 

l.Oe-22 

135 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN21, complete sequence 



Seq. No. 


140167 


Seq. ID 


LIB24-117-Q1-E1-D4 


Method 


BLASTN 


NCBI GI 


g2252848 


BLAST score 


368 


E value 


O.Oe+00 


Match length 


372 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


140168 


Seq. ID 


LIB24-117-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4539340 


BLAST score 


321 


E value 


8.0e-30 


Match length 


60 


% identity 


100 


NCBI Description 


{AL035539) putative 


Seq. No, 


140169 


Seq. ID 


LIB24-117-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g4662609 


BLAST score 


68 


E value 


2.0e-30 


Match length 


121 


% identity 


90 


NCBI Description 


Genomic sequence for 




complete sequence 


Seq. No. 


140170 


Seq. ID 


LIB24-117-Q1-E1-F2 



17002 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4725940 

221 

l,0e-121 

321 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone T1P17 



fc3 C *^ • • 


1 401 71 

-L 1 V J- / X 


Qprr TD 

OCT • XL/ 


T,TR94 — 1 1 fi-ni -F1 -R? 

XjXJD^'x XXO ^X JLiX 


Mp-t-Hod 




NCBI GI 


a479831 


BLAST score 


628 


E value 


l.Oe-65 




1 '^7 




Q1 


uescriptxon 


high mobility group protein — Arabidopsis thaliana 


Ccirr "Kirs 
OeCJ. ViO m 


X4 U J. / z 




XiXoZ4i — IXO y X JliX JdD 




DijriO ± A 






BLAST score 


245 


E value 


8.0e-21 


Match length 


0 y 


% identity 


/ J 


NUbi uescripLion 


(ALUzziyo) putatxve protexn [Arabxaopsis tnalianaj 


oeq. NO. 


X4 Ul / o 


oeq* lu 


XiXr3z4 — 1 Xo— y 1— -LX— L,Z 


Due uiioci 


OXiiiO i A 




/ ftOOftX 


BLAST score 


664 


E value 


6.0e-70 


Match length 


137 


% identity 


91 


NCBI Description 


(AF037590) ATA27 [Arabidopsis thaliana] 


Seq. No. 


140174 


Seq. ID 


LIB24-118-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g4206767 


BLAST score 


155 


E value 


3.0e-10 


Match length 


26 


% identity 


96 


NCBI Description 


{AF104330) glycine-rich protein 3 short isoform 



[Arabidopsis thaliana] 



Seq. No. 140175 

Seq. ID LIB24-118-Q1-E1-D10 

Method BLASTN 

NCBI GI g3449326 

BLAST score 327 

E value O.Oe+00 

Match length 363 



17003 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

140176 

LIB24-118-Q1-E1-E12 

BLASTN 

g2645198 

60 

4.0e-25 

228 
89 

Arabidopsis thaliana chromosome I BAG T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140177 

LIB24-118-Q1-E1-E5 

BLASTX 

gl24871 

215 

3.0e-17 

86 

50 

INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE) 

(PPASE) >gi_67792_pir PWVKL inorganic pyrophosphatase (EC 

3.6,1.1) - yeast (Kluyveromyces marxianus var. lactis) 
>gi_2903_emb_CAA32446_ (X14230) inorganic pyrophosphatase 
(AA 1-287) [Kluyveromyces lactis] 

140178 

LIB24-118-Q1-E1-F8 

BLASTX 

g3875451 

243 

l.Oe-20 

120 

38 

(Z66496) cDNA EST EMBL:D71941 comes from this gene; cDNA 
EST EMBL:D74691 comes from this gene; cDNA EST EMBL:D76330 
comes from this gene; cDNA EST EMBL:D65192 comes from this 
gene; cDNA EST EMBL:D68540 comes from this gene; cDN 

140179 

LIB24-118-Q1-E1-G2 

BLASTX 

g452593 

485 

6.0e-49 

137 

66 

(D21814) ORE [Lilium longiflorum] 
140180 

LIB24-118-Q1-E1-H4 

BLASTN 

g4096078 

58 



17004 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

97 

97 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140181 

LIB24-119-Q1-E1-B7 

BLASTX 

g585536 

655 

6.0e-69 

122 
99 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASEj 

>gi__1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

140182 

LIB24-119-Q1-E1-D1 

BLASTX 

g4585966 

229 

4.0e-19 

50 

84 

{AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

140183 

LIB24-119-Q1-E1-D6 

BLASTX 

gll45697 

537 

4.0e-55 

108 

55 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140184 

LIB24-119-Q1-E1-G6 

BLASTN 

g4220643 

65 

3.0e-28 

238 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

140185 

LIB24-119-Q1-E1-H4 

BLASTN 

g3033373 



PI clone 



17005 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



132 

3.0e-68 

184 
93 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140186 

LIB24-120-Q1-E1-A4 

BLASTN 

g4757414 

35 

3,0e-10 

95 

74 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

140187 

LIB24-120-Q1-E1-B2 

BLASTN 

gl6302 

72 

3.0e-32 

534 

23 

A. thaliana mRNA encoding glycine rich protein 
140188 

LIB24-120-Q1-E1-B5 

BLASTN 

g2264317 

155 

4.0e-82 

163 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

140189 

LIB24-120-Q1-E1-D10 

BLASTN 

g3702728 

135 

3.0e-70 

167 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M13, complete sequence [Arabidopsis thaliana] 

140190 

LIB24-120-Q1-E1-E2 

BLASTN 

g4512690 

148 

l.Oe-77 
405 



17006 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

140191 

LIB24-120-Q1-E1-E4 

BLASTX 

gl785851 

159 

9.0e-ll 

61 

51 

(D50692) c-myc binding protein [Homo sapiens] 
>gi_2443310_dbj_BAA22408_ (AB007191) AMY-1 [Homo sapiens] 



140192 

LIB24-120-Q1-E1-H1 

BLASTX 

g4406807 

471 

2,0e-47 

93 

100 

(AC006201) putative 
thaliana] 



elongation factor beta-1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140193 

LIB24-121-Q1-E1-B12 

BLASTX 

g4678297 

253 

6.0e-22 

108 

50 

(AL049655) protein disulf ide-isomerase-like protein 
[Arabidopsis thaliana] 

140194 

LIB24-121-Q1-E1-E5 

BLASTN 

g2494110 

61 

3.0e-26 

105 

90 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

140195 

LIB24-121-Q1-E1-F12 

BLASTX 

g3874447 

179 

4.0e-13 

121 

39 

(Z81039) predicted using Genefinder; cDNA EST EMBL:T01209 



17007 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



comes from this gene; cDNA EST yk278all.3 comes from this 
gene; cDNA EST y]c278all.5 comes from this gene; cDNA EST 
yk308a9.3 comes from this gene; cDNA EST yk308a9.5 com 



140196 

LIB24-121-Q1-E1-G4 

BLASTN 

g2245073 

139 

2.0e-72 

272 
93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



140197 

LIB24-121-Q1-E1-G9 

BLASTN 

g3212846 

94 

2.0e-45 

241 

85 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140198 

LIB24-122-Q1-E1-A10 

BLASTX 

gl708464 

422 

l.Oe-41 

134 

62 

PUTATIVE DIHYDROXY-ACID DEHYDRATASE PRECURSOR (DAD) 
(2,3-DIHYDROXY ACID HYDROLYASE) >gi_1213255_emb_CAA9368 9_ 
(Z69795) unknown [Schizosaccharomyces pombe] 



Seq. No. 


140199 


Seq. ID 


LIB24-122-Q1-E1-A7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


25 


E value 


l.Oe-04 


Match length 


49 


% identity 


51 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


140200 


Seq. ID 


LIB24-122-Q1-E1-B1 


Method 


BLASTN 


NCBI GI 


g2749918 


BLAST score 


20 


E value 


2.7e-01 


Match length 


218 


% identity 


80 


NCBI Description 


Arabidopsis thaliana 



I BAG F3I6 genomic 



17008 



sequence, complete sequence [Arabidopsis thaliana] 



beq. wo. 


1 yi no m 


Seq. ID 


LIB24-122-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


goyooDoo 


BLAST score 


zli 


E value 


2 . Oe-17 


Match length 




% identity 


oz 


NCBI Description 


(ABUllz/U) import m-jDetal [O^Y^a sativaj 


beq. wo. 


14 uzuz 


beq. lU 




Method 


BLASTN 


NCBI GI 


g4589435 


jDiiAbi score 


14D 


E value 


y . ue- / o 


Match length 


O fi 


^ identity 


inn 

lUU . - ^ 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




M0E17, complete sequence 


Seq. No. 


14 UzUo 


Seq. ID 


LIB24-123-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


g405130 


BLAST score 


147 


E value 


2.0e-77 


Match length 


151 


% identity 


99 



NCBI Description Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (R0C4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140204 

LIB24-123-Q1-E1-G6 

BLASTX 

g3805760 

256 

4.0e-22 

88 

69 

{AC005693) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140205 

LIB24-123-Q1-E2-G3 

BLASTN 

g405130 

151 

8.0e-80 

151 

100 

Arabidopsis 
cyclophilin 



thaliana nuclear-encoded chloroplast stromal 
(R0C4) mRNA, complete cds 



Seq. No. 140206 

Seq. ID LIB24-124-Q1-E1-B5 



17009 





tSljiiO i IN 




g4 04 4fioo 


BLAST score 


181 


E value 


2.0e-97 


Matcn lengtn 




% identity 




NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


140207 


beq. lu 


LIB/i4-124-Ql-El-Co 


rieT-nOQ 


rjT TXCTiTJ 


NCBI GI 


g2191126 


BLAST score 


347 


E value 


A A A 1 A A 

0 . Oe+Uu 


Matcn lengtn 


/I A A 

409 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC IG002N01 


Seq. No. 


140208 


beq. lu 


LlBz4-Xz4-yi— El-FJ 


Method 


"DT 7\ CTTN7 




/f / R 0 1 Q Q Q 


BLAST score 


58 


E value 


2.0e-24 


Match length 


130 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


140209 


beq. iiJ 


LIBz4-lzo-Ql-El-A4 


Method 


BLASTN 


iN^^I3l oi 


gzz Dzuy / 


BLAST score 


125 


E value 


3.0e-64 


Match length 


157 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome IV 




sequence, complete sequence 


Seq. No. 


140210 


Seq. ID 


LIB24-125-Q1-E1-C8 


Method 


BLASTX 




g4-i^DJ7ol 


BLAST score 


369 


E value 


2.0e-35 


Match length 


104 


% identity 


61 


NCBI Description 


{AC006068) putative membrane transj 




thaliana] 


Seq. No. 


140211 


Seq. ID 


LIB24-125-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g2853078 


BLAST score 


693 



17010 



E value 
Match length 
% identity 
NCBI Description 



2.0e-73 

135 

100 

(AL0217 68) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 


140zlz 


Seq. ID 


LIB24-lzo-Ql-El-Fo 


Method 


BLASTX 


NCBI GI 


gl617013 


BLAST score 


326 


E value 


z . Ue-oU 


Match length 


DO 


^ laenuicy 


Q7 


NCBI Description 


(Y07745) histone H2B 


Seq. No. 


140213 


Seq. ID 


LIB24-126-Q1-E1-A10 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


92 


E value 


3.0e-44 


Match length 


184 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



MCB17, complete sequence 



Seq. No. 


140214 


Seq. ID 


LIB24-126-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g643469 


BLAST score 


173 


E value 


2.0e-12 


Match length 


47 


% identity 


68 


NCBI Description 


(U19886) unknown [Lycopersicon esculentum] 


Seq. No. 


140215 


Seq. ID 


LIB24-126-Q1-E1-B6 


Method 


BLASTN 


NCBI GI 


g3522932 


BLAST score 


374 


E value 


O.Oe+00 


Match length 


374 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140216 


Seq. ID 


LIB24-126-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


g4454004 


BLAST score 


244 


E value 


l.Oe-135 


Match length 


368 


% identity 


100 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 



17011 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
140217 

LIB24-126-Q1-E1-D2 

BLASTN 

g4585890 

175 

l.Oe-93 

399 

86 

Arabidopsis thaliana chromosome II BAG T3G21 genomic 
sequence, complete sequence 

140218 

LIB24-126-Q1-E1-D6 

BLASTX 

g544424 

217 

l.Oe-17 

43 

98 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi__419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1__AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140219 

LIB24-126-Q1-E1-D9 

BLASTN 

g4558586 

334 

0,0e+00 

334 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAG T5I8 sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140220 

LIB24-126-Q1-E1-E11 

BLASTN 

g3241921 

73 

5.0e-33 

235 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCM23, complete sequence [Arabidopsis thaliana] 

140221 

LIB24-126-Q1-E1-E6 

BLASTN 

g2477521 

214 

l.Oe-117 



PI clone; 



17012 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



367 
97 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140222 

LIB24-126-Q1-E1-F2 

BLASTN 

g3643588 

244 

l.Oe-135 

244 

93 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140223 

LIB24-126-Q1-E1-G4 

BLASTN 

g3688169 

151 

l.Oe-79 

253 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 

140224 

LIB24-126-Q1-E1-G6 

BLASTX 

gll70711 

686 

l.Oe-72 

129 

99 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2,7.1.-) - Arabidopsis thaliana >gi_460832_emb_CAA53181_ 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_1769889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

140225 

LIB24-126-Q1-E1-H11 

BLASTX 

g3461833 

411 

3.0e-40 

77 

100 

(AC004138) putative expansin [Arabidopsis thaliana] 
140226 

LIB24-127-Q1-E1-B12 

BLASTX 

g3150403 

181 



17013 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 



3.0e-13 

102 

39 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
140227 

LIB24-127-Q1-E1-B5 

BLASTX 

g3169173 

341 

2.0e-56 

112 
99 

(AC004401 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 
>gi_3445215 (AC004786) putative serine 



carboxypeptidase I [Arabidopsis thaliana] 
140228 

LIB24-127-Q1-E1-D6 

BLASTX 

g2244763 

401 

2.0e-39 

97 

75 

{Z97335) A6 anther-specific protein [Arabidopsis thaliana] 
140229 

LIB24-127-Q1-E1-F5 

BLASTX 

gl352243 

528 

4.0e-54 

119 
86 

LIGHT-MEDIATED DEVELOPMENT PROTEIN DETl 

>gi_625972_pir ^A54841 DETl protein - Arabidopsis thaliana 

>gi_510275 (L33695) DETl [Arabidopsis thaliana] >gi_3695414 
(AF096373) Arabidopsis thaliana light -mediated development 
protein DETl (SP:P48732) [Arabidopsis thaliana] 
>gi_4538982_emb_CAB39770.1__ {AL049487) Deetiolatedl (DETl) 
light signal transduction protein [Arabidopsis thaliana] 

140230 

LIB24-127-Q1-E1-H4 

BLASTX 

g2160158 

274 

l.Oe-24 

62 

98 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

140231 

LIB24-128-Q1-E1-A12 



17014 



Method 


H 

BLASTX 


NCBI GI 


gl345973 


BLAST score 


492 


E value 


7.0e-50 


Match length 


107 


% identity 


83 


NCBI Description 


OMEGA- 3 



FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091__dbj_BAA04505__ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 


140232 


Seq. ID 


LIB24-128-Q1-E1-A6 


Method 


BLASTN 


NCBI GI 


g4454004 


BLAST score 


400 


E value 


O.Oe+00 


Match length 


400 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 




(ESSAII project) 


Seq. No. 


140233 


Seq. ID 


LIB24-128-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g3335365 


BLAST score 


496 


E value 


3.0e-50 


Match length 


139 


% identity 


76 


NCBI Description 


(ACuUoUzo) iiign axrmity calcium antiporter [AraDicLopsi 




thaliana] 


Seq. No. 


140234 


Seq. ID 


LIB24-128-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g2970034 


BLAST score 


381 


E value 


9.0e-37 


Match length 


115 


% identity 


57 


NCBI Description 


(D88536) delta 9 desaturase [Arabidopsis thaliana] 


Seq. No. 


140235 


Seq. ID 


LIB24-128-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


185 


E value 


l.Oe-99 


Match length 


306 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 



17015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
140236 

LIB24-129-Q1-E1-H1 

BLASTN 

g3860243 

137 

4,0e-71 

204 
63 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140237 

LIB24-130-Q1-E1-C5 

BLASTN 

gl66787 

130 

2.0e-67 

130 ' 
100 

A. thaliana chloroplast ATP synthase gamma subunit (atpC2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140238 

LIB24-130-Q1-E1-C7 

BLASTX 

g4586116 

436 

3.0e-43 

107 

81 

(AL049638) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140239 

LIB24-130-Q1-E1-F4 

BLASTN 

gl234869 

271 

l.Oe-151 

362 

94 



NCBI Description A. thaliana PSST gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140240 

LIB24-131-Q1-E1-A10 

BLASTN 

g3643588 

110 

7.0e-55 

379 
99 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



140241 



17016 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB24-131-Q1-E1-A11 

BLASTN 

g4469002 

349 

O.Oe+00 

370 

98 

Arabidopsis thaliana DNA chromosome A, 
(ESSA project) 



BAG clone T29A15 



140242 

LIB24-131-Q1-E1-A9 

BLASTN 

g3243214 

184 

4.0e-99 

289 

98 

Arabidopsis thaliana BAG T19B17 from chromsome IV, near 
19.3 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
.^E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



140243 

LIB24-131-Q1-E1-D10 

BLASTX 

g2879811 

451 

5.0e-45 

93 

89 

{AJ223316) ribosomal protein L30 [Lupinus luteus] 
140244 

LIB24-131-Q1-E1-E10 

BLASTX 

gl351987 

687 

l.Oe-72 

130 

100 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 
(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi_50794 6 
(L29083) glutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 

140245 

LIB24-131-Q1-E1-F12 

BLASTX 

g3402757 

282 

2.0e-25 

64 

89 

(AL031187) receptor-like serine/threonine protein kinase 
ARK3 [Arabidopsis thaliana] 

140246 

LIB24-131-Q1-E1-G6 



17017 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2351070 

63 

8.0e-27 

67 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTH12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


1 A no A n 
14 Uz4 / 




Seq. ID 


LIB24-lil- 


TTii tn 
Ql-El-H / 


Metnoa 






NCBI bl 






BLAST score 


Zoo 




E value 


7.0e-20 




Match length 


66 




% identity 


67 




NCBI Description 


(AL049483) 


putative 


Seq. No. 


140248 




Seq. ID 


LIB24-132- 


Q1-E1-B9 


Method 


BLASTX 




NCBI GI 


g3600036 




BLAST score 


343 




E value 


2.0e-32 




Match length 


83 




% identity 


84 




NCBI Description 


{AF080119) 


contains 




(Pfam: pkinase.hmm, 


Seq. No, 


140249 




Seq. ID 


LIB24-132- 


Q1-E1-D7 


Method 


BLASTX 




NCBI GI 


g2275199 




BLAST score 


707 




E value 


5.0e-75 




Match length 


131 




% identity 


100 




NCBI Description 


(AC002337) 


hypothet. 



[Arabidopsis thaliana] 



score: 227.04) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



[Arabidopsis thaliana] 



140250 

LIB24-132-Q1-E1-D9 

BLASTX 

gl418331 

278 

8.0e-25 

111 

50 

{X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

140251 

LIB24-132-Q1-E1-H4 

BLASTN 

g2772831 

51 

5.0e-20 



17018 



Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
92 

Arabidopsis thaliana minisatellite-like locus CMs9 
140252 

LIB24-133-Q1-E1-B10 

BLASTX 

gll72872 

575 

2.0e-59 

109 

100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
{D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_einb_CAB38829.1_ {AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 


140253 


Seq. ID 


LIB24-133-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


717 


E value 


4.0e-76 


Match length 


136 


% identity 


100 


NCBI Description 


(AL022023) plasma membrane intrinsic protein (SIMIP) 




[Arabidopsis thaliana] 


Seq. No. 


140254 


Seq, ID 


LIB24-133-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


g2505873 


BLAST score 


176 


E value 


3,0e-94 


Match length 


421 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA, 40 kb surrounding ACSl locus 


Seq. No. 


140255 


Seq. ID 


LIB24-133-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g2191142 


BLAST score 


724 


E value 


6.0e-77 


Match length 


139 


% identity 


32 


NCBI Description 


(AF007269) A_IG002N01 . 27 gene product [Arabidopsis 




thaliana] 


Seq. No. 


140256 


Seq. ID 


LIB24-133-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3046703 


BLAST score 


715 


E value 


6.0e-76 



17019 



Match length 

% identity 

NCBI Description 



138 
100 

(AL021749) 
thaliana] 



protein kinase ADKl-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140257 

LIB24-133-Q1-E1-D7 

BLASTX 

g3776581 

435 

4.0e-43 

135 

57 

{AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

140258 

LIB24-133-Q1-E1-E1 

BLASTN 

g4469002 

318 

l.Oe-179 

422 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 
(ESSA project) 

140259 

LIB24-133-Q1-E1-E8 

BLASTX 

gll70711 

98 

7.0e-04 

78 

86 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 60832__emb_CAA53181_ 
{X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_1769889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

140260 

LIB24-133-Q1-E1-F2 

BLASTX 

g2462836 

403 

2.0e-39 

129 

67 

{AF000657) beta-glucanase [Arabidopsis thaliana] 
140261 

LIB24-133-Q1-E1-F7 

BLASTX 

g2213615 

473 



17020 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-47 

137 

61 

(AC000103) F21J9.9 [Arabidopsis thaliana] 
140262 

LIB24-133-Q1-E1-G10 

BLASTX - 

g417060 

568 

l.Oe-58 

128 

82 

GLUTAMINE SYNTHETASE NODULE ISOZYME { GLUT AMATE —AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitif olia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitifolia] 

140263 

LIB24-133-Q1-E1-H1 

BLASTN 

g3046851 

382 

0,0e+00 

382 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

140264 

LIB24-134-Q1-E1-A7 

BLASTX 

g2244765 

544 

7,0e-56 

141 

39 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
140265 

LIB24-134-Q1-E1-B10 

BLASTX 

g3355480 

227 

9.0e-19 

76 

57 

{AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

140266 

LIB24-134-Q1-E1-B4 

BLASTN 

g3281847 

164 

2.0e-87 
200 
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# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana DNA chromosome 4, BAG clone F28M20 
(ESSAII project) 

140267 

LIB24-134-Q1-E1-F7 

BLASTX 

g3915169 

163 

3.0e-ll 

97 

36 

PROBABLE TRNA { GUANOS INE- 2 ' -0-) -METHYLTRANSFERASE [TRNA 
[GM18] METHYLTRANSFERASE) >gi_2983982 {AE000749) rRNA 
methylase SpoU [Aquifex aeolicus] 



Seq. No. 


140268 




Seq. ID 


LIB24-135-Q1-E1-A7 




Method 


BLASTX 




NCBI GI 


g2245131 




BLAST score 


142 




E value 


8. Oe-09 




Match length 


114 




% identity 


33 




NCBI Description 


{Z97344) hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


140269 




Seq. ID 


LIB24-135-Q1-E1-B1 




Method 


BLASTN 




NCBI GI 


g4204173 




BLAST score 


121 




E value 


6.0e-62 




Match length 


137 




% identity 


97 




NCBI Description 


Arabidopsis thaliana chromosome 1 BAG T2K10 


sequence. 




complete sequence [Arabidopsis thaliana] 




Seq. No. 


140270 




Seq. ID 


LIB24-135-Q1-E1-E1 




Method 


BLASTX 




NCBI GI 


g3033400 




BLAST score 


469 




E value 


3.0e-47 




Match length 


107 




% identity 


79 




NCBI Description 


(AC004238) putative Ser/Thr protein kinase 


[Arabidops 




thaliana] 




Seq. No. 


140271 




Seq. ID 


LIB24-135-Q1-E1-F12 




Method 


BLASTX 




NCBI GI 


g4056444 . 




BLAST score 


167 




E value 


2.0e-22 




Match length 


92 




% identity 


68 





NCBI Description (AC005990) Similar to OBP32pep protein gb_U37698 from 



17022 



Arabidopsis thaliana. [Arabidopsis thaliana] 



Seq. No. 


140272 


Seq. ID 


LIB24-135-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g25589o2 


BLAST score 


206 


E value 


2 . Oe-16 


Match length 


43 


% identity 


98 


NCBI Description 


(AF025667) histone H2B1 [Gossypiun hirsutum] 


Seq. No. 


140273 


beq. ID 




Method 


BLASTN 


NCBI GI 


g2833627 


BLAST score 


77 


E value 


8.0e-36 


Match length 


105 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAG F1707 complete 



sequence [Arabidopsis thaliana] 



Seq. No. 


140274 




Seq. ID 


LIB24-135-Q1-E1- 


-H4 


Method 


BLASTX 




NCBI GI 


g2664200 




BLAST score 


495 




E value 


3.0e-50 




Match length 


94 




% identity 


69 




NCBI Description 


(AJ0G3216) GTL2 


[Arabidopsis thaliana] 


Seq. No. 


140275 




Seq. ID 


LIB24-135-Q1-E1- 


-H6 


Method 


BLASTN 




NCBI GI 


g2341023 




BLAST score 


210 




E value 


l.Oe-115 




Match length 


226 




% identity 


98 




NCBI Description 


Sequence of BAC 


F19P19 from Arabidopsis 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140276 

LIB24-136-Q1-E1-A12 

BLASTN 

g3980374 

74 

2.0e-33 

146 

88 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



140277 

LIB24-136-Q1-E1-A3 



17023 



Method BLASTX 

NCBI GI * g2129569 

BLAST score 566 

E value 2.0e-58 

Match length 120 

% identity 90 

NCBI Description cytosolic cyclophilin R0C3 - Arabidopsis thaliana 

>gi_1305455 {U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] >gi_4581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin {R0C3) [Arabidopsis thaliana] 

Seq. No. 140278 

Seq, ID LIB24-136-Q1-E1-C11 

Method BLASTX 

NCBI GI g2130442 

BLAST score 263 

E value 6.0e-23 

Match length 138 

% identity^ . 41 

^^^■^ '^^fi?tffen> hypothetical protein SPAC8A4 . Olx?^^-' -f is^sion y^.ast 
Ir^^ ^ • (Schizosaccharortiyces pombe) (fragment) 

>gi_1052534_emb_CAA91511_ (Z66569) unknown 
[Schizosaccharomyces pombe] 

Seq. No. 140279 

Seq. ID LIB24-136-Q1-E1-D1 

Method BLASTN 

NCBI GI g4 691223 

BLAST score 276 

E value l.Oe-154 

Match length 309 

% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

Seq. No. 140280 

Seq. ID LIB24-136-Q1-E1-D12 

Method BLASTX 

NCBI GI g3881836 

BLAST score 593 

E value l.Oe-61 

Match length 139 

% identity 80 

NCBI Description {Z78019) Similarity to Yeast LPG22P protein (TR: G1151240) ; 

cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 
ge 

Seq. No. 140281 

Seq. ID LIB24-136-Q1-E1-E12 

Method BLASTX 

NCBI GI gll75012 

BLAST score 591 

E value 2.0e-61 

Match length 126 

% identity 92 
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NCBI Description PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA4 9155_ {X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

140282 

LIB24-136-Q1-E1-F3 
BLASTX 
g3873677 
172 

2.0e-12 
102 
33 

(Z71178) Similarity with yeast hypothetical protein (Swiss 
Prot accession number P43577) [Caenorhabditis elegans] 
>gi_4115737_dbj_BAA36497_ (AB017628) acetyltransf erase 
[Caenorhabditis elegans] 

140283 

LIB24-136-Q1-E1-G11 

BLASTX : - „ , ' ' , - 

g2271485 
735 

3.0e-78 
140 
100 

(AF009647) arginine decarboxylase [Arabidopsis thaliana] 
>gi_3096940_emb_CAA18850.1_ (AL023094) arginine 
decarboxylase SPE2 [Arabidopsis thaliana] 

Seq. No. 140284 

Seq. ID LIB24-136-Q1-E1-G6 

Method BLASTN 

NCBI GI gl6306 

BLAST score 4 9 

E value 2.0e-19 

Match length 70 

% identity 90 

NCBI Description A. thaliana genes encoding glycine-rich proteins 

Seq. No. 140285 

Seq. ID LIB24-136-Q1-E1-H11 

Method BLASTX 

NCBI GI g2499611 

BLAST score 676 

E value 2.0e-71 

Match length 132 

% identity 99 

NCBI Description MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 
(ATMPK7) >gi_629548_pir_S40473 mitogen-activated protein 
kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 

Seq. No. 140286 

Seq. ID LIB24-136-Q1-E1-H5 

Method BLASTN 

NCBI GI g3128143 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17025 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

'NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230 

l.Oe-126 

298 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

140287 

LIB24-137-Q1-E1-E12 

BLASTN 

g3293582 

317 

l.Oe-178 

377 

95 

Arabidopsis thaliana BAC T15F16 
140288 

LIB24-137-Q1-E1-E3 

BLASTX 

g4193388 

278 

6.0e-25 

74 

76 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

140289 

LIB24-137-Q1-E1-H10 

BLASTX 

g4033468 

102 

4.0e-04 

109 

33 

ARGININE/SERINE-RICH SPLICING FACTOR RSP40 
>gi_2582641_emb_CAA67800_ {X99437) splicing factor 
[Arabidopsis thaliana] >gi_2980800_emb_CAA1817 6_ (AL022197) 
splicing factor At-SRp40 [Arabidopsis thaliana] 

140290 

LIB25-001-Q1-E1-A9 

BLASTX 

g3033388 

168 

9.0e-12 

104 

36 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
140291 

LIB25-001-Q1-E1-B11 

BLASTN 

g3763944 

82 

6.0e-39 



17026 



# • 



Match length 


82 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 




(ESSAII project) 


Seq. No, 


140292 


Seq. ID 


LIB25-001-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g2262097 


BLAST score 


180 




0 . ue r / 


Match length 


284 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromosome IV BAC T19F6 genomic 




sequence, complete sequence 


Seq. No* 


140293 


Seq. ID 


LIB25-001-Q1-E2-B11 


Method 


BLASTN 


NC'BI Gl . 


g3763944 / _ " . . ^ ^ ^ 


BLAST score 


71 - . - ^ 




z . ue— 0^ 


Match length 


79 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 




(ESSAII project) 


Seq. No. 


140294 


Seq. ID 


LIB25-001-Q1-E2-C3 


Method 


BLASTX 


NCBI GI 


g2062170 






E value 


2.0e-43 


Match length 


97 


% identity 


86 


NCBI Description 


{AC001645) unknown protein [Arabidopsis thaliana] 


Seq. No. 


140295 


Seq. ID 


LIB25-001-Q1-E2-D4 


Method 


BLASTX 


NCBI GI 


g499862 


J-JiJx-iO 1 oOUXtr 


1 7 
1 / b 


E value 


l.Oe-12 


Match length 


130 


% identity 


36 


NCBI Description 


(L33893) NAD PH- cytochrome P-450 oxidoreductase f^ns ^r-rnf^l 


Seq. No. 


140296 


Seq. ID 


LIB25-001-Q1-E2-E1 


Method 


BLASTN 


NCBI GI 


g2760172 


BLAST score 


136 


E value 


l.Oe-70 


Match length 


267 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MUB3, complete sequence [Arabidopsis thaliana] 



17027 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^; 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140297 

LIB25-001-Q1-E2-E6 

BLASTN 

g2342673 

120 

7,0e-61 

320 

97 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

140298 

LIB25-001-Q1-E2-F11 

BLASTN 

gl483217 

346 

O.Oe+00 
437 

99 ■ , ' 

A. thaliana gene induced upon wounding stress 

140299 

LIB25-001-Q1-E2-G1 

BLASTX 

gll70851 

228 

4.0e-19 

90 

53 

MANNOSYL-OLIGOSACCHARIDE ALPHA-1 , 2-MANNOSIDASE 
(MAN{9)-ALPHA-MANN0SIDASE) (ALPHA-MANNOSIDASE lA) 

>gi_1083410_pir ^A54408 mannosyl-oligosaccharide 

1,2-alpha-mannosidase (EC 3.2.1.113) - mouse >gi_47428G 
{U04299) mannosyl-oligosaccharide alpha-1, 2-mannosidase 
[Mus mus cuius] 



Seq. No. 


140300 


Seq. ID 


LIB25-001-Q1-E2-G10 


Method 


BLASTX 


NCBI GI 


g4680651 


BLAST score 


155 


E value 


3.0e-10 


Match length 


85 


% identity 


40 


NCBI Description 


{AF132940) CGI-06 protein [Homo 


Seq. No. 


140301 


Seq. ID 


LIB25-001-Q1-E2-G2 


Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


308 


E value 


l.Oe-173 


Match length 


380 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 



17028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140302 

LIB25-002-Q1-E1-A10 

BLASTX 

g3646451 

172 

3.0e-12 

83 

48 

(AL031603) mRNA cap methyltransf erase [Schizosaccharomyces 
pombe] 



Q^^rr Mrs 


14 UoUo 




iiiDZO-UU^i-yi— liil— bl 


Method 


BLASTN 


NCBI GI 


g4732167 


Dijiioi score 


zol 


E value 


1 . Oe-145 


Match length 


312 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F28D6 


oeq. No, 


140304 


oeq. lU 


LIBZO-002-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g3021277 


BLAST score 


391 


E value 


3.0e-38 


Match length 


72 


% identity 


35 


NCBI Description 


(AL022347) protein kinase - 1x1 




thaliana] 


Seq. No. 


140305 


Seq. ID 


LIB25-002-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


447 


E value 


2.0e-44 


Match length 


91 


% identity 


47 



- like protein [Arabidopsis 



NCBI Description {AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140306 

LIB25-002-Ql-El~C3 

BLASTX 

g4587570 

352 

2.0e-33 

105 

41 

(AC006550) Strong similarity to gi__2244833 centromere 
protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb_AA586277 come from 
this gene 



Seq. No. 



140307 



17029 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB25-002-Q1-E1-C4 

BLASTX 

gl36636 

475 

8.0e-48 

87 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_107 6424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3. 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 {M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

140308 

LIB25-002-Q1-E1-C8 

BLASTN ' 

g2924733 

164 

4,0e-87 

402 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

140309 

LIB25-002-Q1-E1-D1 

BLASTX 

g2052383 

254 

7.0e-22 

53 
83 

(U66345) calreticulin [Arabidopsis thaliana] 
140310 

LIB25-002-Q1-E1-E5 

BLASTN 

g3212102 

131 

l.Oe-67 

211 

100 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

140311 

LIB25-002-Q1-E1-H3 

BLASTX 

g4432858 

237 

5.0e-20 

90 

6 



17030 



NCBI Description {AC006300) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq, No. 


140312 


Seq. ID 


LIB25-002-Q1-E1-H6 


Method 


BLASTN 

i—i \ 1 J, 1^ 


NCBI GI 


a3193282 


BLAST score 


X T _? 


E value 


3 . Oe-78 


Match If^nrfth 


354 


% iden t" "i t v 


1 nn 

X w u 


NCBI Description 


"-1- cij-'.nj.kj^o X o uiicL X X dild OrlO IXftiro 


Seq. No- 


140313 


Seq. ID 


LIB25-003-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


yvJO^OT / X 


BLAST <?rnr*p 


7 9fi 


J_i V CI -L Lie 


^ • / / 


Match 1 f^nrfth 






Q Q 




tAuuu4^lbj putative lysopnosphol 




i~Vi:an "i anal 
UlictXXa.Ila J 


Seq, No. 


140314 


Seq. ID 


LIB25-003-Q1-E1-C5 




IDXi/iO i A 


WfRT CT 


4 Q P R 0 1 


DXlMO X oOOxc 




E va 1 iif^ 




ricti-oii xeiiytiri 


o y 


^ xuciiux L.y 


1 nn 

-LUU 


-L^i^^i->X L-fCOV^X X^ L. X ^Jil 


^A^yyots; KiNA neiicase [AraJDiaops. 


Seq. No. 


140315 


Seq. ID 


LIB25-003-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


gl825727 


BLAST score 


450 


E value 


7.0e-45 


Match length 


138 


% identity 


59 



NCBI Description (U8 8308) C32E8.5 gene product [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



140316 

LIB25-003-Q1-E1-E5 

BLASTX 

g4508070 

586 

8.0e-61 

110 

99 

(AC005882) 24349 [Arabidopsis thaliana] 
140317 

LIB25-003-Q1-E1-F1 
BLASTX 



17031 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl769905 
416 

7.0e-41 

121 

67 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

140318 

LIB25-003-Q1-E1-G4 

BLASTN 

g2351067 

322 

O.Oe+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MP012, complete sequence [Arabidopsis thaliana] 

140319 

LIB25-004-Q1-E1-B10 

BLASTN 

g4376087 

276 

l.Oe-154 

359 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

140320 

LIB25-004-Q1-E1-C10 

BLASTN 

g3510343 

431 

O.Oe+00 

431 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

140321 

LIB25-004-Q1-E1-C6 

BLASTN 

g3335331 

47 

3.0e-18 

47 

100 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

140322 

LIB25-004-Q1-E1-C9 

BLASTN 

gl66645 

103 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

KCBI GI '^-^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-51 

107 
99 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

140323 

LIB25-004-Q1-E1-D11 

BLASTX 

g2695931 

282 

4.0e-25 

74 

70 

(AJ222779) hypothetical protein [Hordeum vulgare] 
140324 

LIB25-005-Q1-E1-B9 

BLASTN 

g3046^51 ^ 

126 

l.Oe-64 

290 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

140325 

LIB25-005-Q1-E1-G12 

BLASTX 

g4455199 

547 

2.0e-56 

116 

97 

{AL035440) putative protein [Arabidopsis thaliana] 
140326 

LIB25-006-Q1-E1-A4 

BLASTX 

g480907 

390 

3.0e-38 

81 

95 

peroxidase {EC 1.11.1.7) 
>gi_4 0 5 6 1 l_emb__CAA5 0 6 7 7_ 
thaliana] 



- Arabidopsis thaliana 
(X71794) peroxidase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140327 

LIB25-006-Q1-E1-B7 

BLASTX 

gll5783 

396 

l.Oe-38 

85 

89 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_einb_CAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

140328 

LIB25-006-Q1-E1-C6 

BLASTX 

g4455336 

430 

l.Oe-42 

86 

98 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 

140329 

LIB25-006-Q1-E1-D1 

BLASTN 

g3985958 

155 

4.0e-82 

162 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M2N1, complete sequence [Arabidopsis thaliana] 

140330 

LIB25-006-Q1-E1-D7 

BLASTN 

g3643588 

164 

3.0e-87 

302 

99 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140331 

LIB25-006-Q1-E1-E1 

BLASTX 

gl617274 

392 

3.0e-38 

96 

71 

{Z72152) AMP-binding protein [Brassica napus] 
140332 

LIB25-006-Q1-E1-E10 

BLASTN 

g2961335 

93 

3,0e-45 

141 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
140333 

LIB25-006-Q1-E1-E3 

BLASTN 

g2980787 

141 

2.0e-73 

275 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



140334 

LIB25-006-Q1-E1-F5 

BLASTX 

g2257743 

196 

3.0e-15 

74 

55 

(U62020) lysine-sensitive aspartate kinase 
thaliana] 



[Arabidopsis 



140335 

LIB25-006-Q1-E1-G3 

BLASTX 

g4581132 

381 

6.0e-37 

74 

99 

{AC005825) hypothetical protein [Arabidopsis thaliana] 
140336 

LIB25-006-Q1-E1-G6 

BLASTX 

g3415117 

363 

l.Oe-34 

72 

47 

{AF081203) villin 3 [Arabidopsis thaliana] 
140337 

LIB25-006-Q1-E2-A4 

BLASTN 

g3068702 

193 

l.Oe-105 

193 

100 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl)^ putative nuclear DNA-binding protein G2p (AtG2) , 
Eml protein (ATEMl), putative chlorophyll synthetase 
(AtG4), putative transmembrane protein G5p (AtG5), put 
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oeq* wo. 


14i UO JO 




lj±£3i^O UUO U 


l ie L>il^U 


O J_tflO J. IN 


J.* W 1^ JL J_ 




BLAST score 


58 


E value 


2.0e-24 


LYla.T,t3n xeriyT,ii. 








NUrsi uescriprion 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG cl 




K9I9, complete sequence [Arabidopsis thaliana] 


oeq, iNo. 


141) Joy 






1 IC CllW^J. 


■RT ZV<^Ty 


NCBI GI 


g3056592 


BLAST score 


607 


E value 


z . ue— DO 


i Id L- v_*l 1 XCIiyLIi 


1 1 R 
X 1 0 


^ laenT-iuy 






iiry.io L-^raDiaopsis rnai^anaj 


oSCJ. JNO. 




oeq. lu 




Lit;:; L.llkJLi 




IN i OX 




BLAST score 


211 


E value 


6.0e-17 


Match length 


96 


% identity 


43 


NCBI Description 


HYPOTHETICAL 62.7 KD PROTEIN IN SEC12-SSK2 INTERGENIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



REGION >gi_2132801__pir S63361 probable membrane protein 

YNR030W - yeast (Saccharomyces cerevisiae) 
>gi_1302525_emb_CAA96310_ {Z71645) ORE YNR030w 
[Saccharomyces cerevisiae] 

140341 

LIB25-007-Q1-E1-A12 

BLASTN 

g4678315 

142 

6.0e-74 

388 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone T17F15 
(ESSA project) 

140342 

LIB25-007-Q1-E1-A9 

BLASTN 

g4753195 

370 

O.Oe+00 

370 

100 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68, 
cM, complete sequence 
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V? U • IN W • 




Seq. ID 




Method 




NCBI GI 


a3241922 


BLAST score 


126 


E value 


l.Oe-64 




Z 0 X 






NPRT n^icsr'T""? r^-h T on 


Arabidopsis thaliana genomic DNA, chromosome 3, 




lij-tLjiff, cuiiipxete sequence [/iraDiaopsis LnalianaJ 


O C ^ • IM Vv* . 


1 j'l n "5 /I yl 
X^ Uo4 4 


Seq. ID 


J-iJ-OZO \J\J 1 vX — CjX oi? 


Method 




NCBI GI 


g3510251 


BLAST score 


221 


E valtip 

■1—1 V GLJ- 


4 np-1 fi 


Match 1 pnath 


7ft 




O X 


NCBI^ Descrintion 


x\j } unKnown prouein LAraDictopsis tnaliana 


o C ■ IN vj • 


1 AC\'^A^ 
X4iU o40 


Seq. ID 


xixi5Zo~uu /—yx JiiX— ux 


Method 




NCBI GI 


g2351064 


BLAST score 


56 


E value 


3.0e-23 


Match length 


92 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, ] 



PI clone: 



PI clone; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140346 

LIB25-007-Q1-E1-D10 

BLASTX 

gll73018 

206 

l.Oe-16 

68 

62 

60S RIBOSOMAL PROTEIN L2 >gi_1076399_pir S54250 ribosomal 

protein L2 - Arabidopsis thaliana >gi_798818_emb_CAA60445_ 
{X86765) 60S ribosomal protein L2 [Arabidopsis thaliana] ~ 

140347 

LIB25-007-Q1-E1-D11 

BLASTX 

g2497886 

300 

3.0e-27 

54 

100 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 {U11256) metallothionein [Arabidopsis 
thaliana] 
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Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



140348 

LIB25-007-Q1-E1-D12 

BLASTN 

g4262221 

36 

l.Oe-10 

193 

85 

Arabidopsis thaliana chromosome II BAG F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140349 

LIB25-007-Q1-E1-F6 

BLASTN 

g4191771 

173 

l.Oe-92 

221 

100 

Arabidopsis thaliana chromosome II BAG F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140350 

LIB25-007-Q1-E1-F8 

BLASTX 

g2947069 

343 

2,0e-32 

65 

100 

(AC002521) putative pectate lyase [Arabidopsis thaliana] 
140351 

LIB25-007-Q1-E1-G8 

BLASTX 

g544075 

371 

l.Oe-35 

87 

45 

COATOMER BETA' SUBUNIT (BETA' -COAT PROTEIN) (BETA' -COP) 
(P102) >gi_4867 68_pir S35312 coatomer complex chain beta' 

- bovine >gi_312732_emb_CAA51285_ {X72756) beta prime cop 
[Bos taurus] 

140352 

LIB25-007-Q1-E1-H10 

BLASTX 

g3882297 

404 

2.0e-39 

109 

70 

(AB018331) KIAA0788 protein [Homo sapiens] 
140353 

LIB25-007-Q1-E1-H11 
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Method 


# • 

BLASTN 


NCBI GI 


g3212846 


BLAST score 


233 


E value 


l.Oe-128 


Match length 


254 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F6E13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 



140354 

LIB25-007-Q1-E1-H6 

BLASTN 

g2618602 

115 

4.0e-58 

247 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 



PI clone: 



140355 

LIB25-007-Q1-E1-H7 

BLASTN 

g2351068 

371 

0,0e+00 

371 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



140356 

LIB25-008-Q1-E1-A2 

BLASTX 

g728867 

158 

l.Oe-10 

140 

27 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi_99694_pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 

140357 

LIB25-008-Q1-E1-C7 

BLASTX 

g2493133 

186 

7.0e-14 

75 

51 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 
>gi_2183244 (AF002134) VmaSp [Candida albicans] 

140358 

LIB25-008-Q1-E1-E5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl416514 

69 

6.0e-40 

109 

81 

{D63168) CTP:phosphocholine cytidylyltransf erase [Brassica 
napus ] 

140359 

LIB25-008-Q1-E1-F3 

BLASTN 

g4193383 

80 

2.0e-37 

144 

100 

Arabidopsis thaliana ribosomal protein S27 (ARS27A) gene, 
coinplete cds 

140360 

LIB25-008-Q1-E1-G3 

BLASTN 

g4376087 

100 

5.0e-49 

301 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

140361 

LIB25-008-Q1-E1-H3 

BLASTN 

g4538918 

413 

O.Oe+00 

417 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20B18 
(ESSA project) 

140362 

LIB25-009-Q1-E1-A1 

BLASTN 

g3046855 

133 

l.Oe-68 

357 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 

140363 

LIB25-009-Q1-E1-A4 

BLASTX 

g3183491 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



242 

2.0e-20 

129 

38 

HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME III 
>gi_1065510 (U40419) C27F2.7 gene product [Caenorhabditis 
elegans] 



oeq. NO, 




9f^rT in 


Jj±o-^o uu^ yx £jX JJXX 


lYiet noci 


rSXiiiO 1 A 




gj / 0 /DXD 






E value 


D . Ue 


Match length 


121 


% identity 


74 


jMUbi Descriptxon 


(AC005167) putatxve TMV resxstanc 




thaliana] 


beg. No, 


1 /I r\ o ^ c 
14UOO0 


Seq. ID 


LIB25-009-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g4098572 


hsii/ioi score 


/ 


E value 


X . ze+uu 


IMciuOll J-Cliy L.X1 


/ 0 


% identity 


26 


NCBI Description 


{U79569) no arches [Homo sapiens] 


Seq. No. 


140366 


Seq. ID 


LIB25-009-Q1-E1-E3 


Method 


BLASTN 


NCBI GI 


g4589437 


BLAST score 


332 


E value 


O.Oe+00 


Match length 


380 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MPN9, complete sequence 



[Arabidopsis 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140367 

LIB25-009-Q1-E1-F5 

BLASTN 

g2244829 

91 

5.0e-44 

127 

93 

Arabidopsis thaliana DNA chromosome 4^ 
fragment No 

140368 

LIB25-009-Q1-E1-G10 

BLASTX 

g729406 

190 

2.0e-14 



ESSA I contig 



17041 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
59 

ELONGATION FACTOR P (EF-P) >gi_421056_pir S34443 

translation elongation factor EF-P - Escherichia coli 
>gi_433670_emb_CAA43851__ (X61676) elongation factor P 
[Escherichia coli] >gi__536991 (U14003) elongation factor P 
[Escherichia coli] >gi_1790590 (AE000487) elongation factor 
P (EF-P) [Escherichia coli] 

140369 

LIB25-009-Q1-E1-G5 

BLASTX 

g2245138 

223 

3,0e-18 

85 

45 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
140370 

LIB25-009-Q1-E1-G6 

BLASTX 

gl31398 

533 

l.Oe-54 

123 

88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447__emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb__Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb__N64965, gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

140371 

LIB25-009-Q1-E1-H4 

BLASTX 

g3822223 

390 

5.0e-38 

104 

65 

{AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

140372 

LIB25-010-Q1-E1-A8 

BLASTN 

g2924731 

54 

5.0e-22 

123 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



17042 



• 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MSI17, complete sequence [Arabidopsis thaliana] 



140373 

LIB25-010-Q1-E1-B3 

BLASTN 

gl931636 

63 

7.0e-27 

196 

89 

Arabidopsis thaliana 



BAG T19D16 genomic sequence 



140374 

LIB25-010-Q1-E1-E12 

BLASTX 

g464707 

727 

3.0e-77 

141 

99 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18,A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

140375 

LIB25-010-Q1-E1-E8 

BLASTX 

g3024528 

596 

6.0e-62 

118 

97 

RAS-RELATED PROTEIN RAB2BV >gi_974778_emb_CAA8 9049_ 
{Z49190) small G protein [Beta vulgaris] 

140376 

LIB25-010-Q1-E1-F6 

BLASTX 

g3860277 

567 

l.Oe-58 

138 

81 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604__ {AC006232) putative 



17043 



ribosomal protein LlOA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140377 

LIB25-010-Q1-E1-F8 

BLASTX 

g2749752 

147 

3.0e-09 

133 

37 

{AL0210&6) /predict ion= (method: ; /match={desc: ; 
/inatch==(desc: ; /match={desc: ; /match= (desc: [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140378 

LIB25-010-Q1-E1-G6 

BLASTX 

g3152576 

412 

2.0e-40 

136 
58 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 


140379 


Seq. ID 


LIB25-011-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


g2344896 


BLAST score 


135 


E value 


5.0e-08 


Match length 


110 


% identity 


7 


NCBI Description 


{AC002388) hypothetical protein [Arabidopsis 


Seq. No. 


140380 


Seq. ID 


LIB25-011-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


g2618605 


BLAST score 


363 


S value 


O.Oe+00 


Match length 


394 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



5/ PI clone; 



MUKll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140381 

LIB25-011-Q1-E1-B2 

BLASTX 

g3549678 

578 

8.0e-60 
126 
90 

{AL031394: 
thaliana] 



putative aspartate — tRNA ligase [Arabidopsis 



17044 



It • 



Seq. No. 


140382 


Seq. ID 


LIB25-011-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


a3337361 


BLAST score 


226 


E value 


2.0e-71 


Match length 


142 


% identity 


94 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


140383 


Seq. ID 


LIB25-011-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


a3821780 


BLAST score 


25 


E value 


4.0e-G4 


Match length 


36 


% identity 


60 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


140384 


Seq. ID 


LIB25-011-Q1-E1-D10 


Method 


BLASTX 






BLAST score 


748 


E value 


9.0e-80 


Match length 


144 


% identity 


99 


NCBI Description 


(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 


Seq. No. 


140385 


Seq. ID 


LIB25-011-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


a4235093 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


91 


% identity 


48 


NCBI Description 


(AF108944) beta-xylosidase [Aspergillus niger] 


Seq. No. 


140386 


Seq. ID 


LIB25-011-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


594 


E value 


9.0e-62 


Match length 


114 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 








a/b-binding protein abl65 - Arabidopsis thaliana - 




>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


140387 



17045 



Seq. ID 


j-ij-oz.>j uxx ^x JL X r f 


Method 


BLASTN 


NCBI GI 


a2760167 


BLAST score 


47 


E value 


l.Oe-17 




X X u 




P4 

o *± 


iMv_,DX uesciripuion 


Arabidopsis thaliana genoitiic DNA, chrortiosome 5, PI 




iYiukjxOf compxete sequence [Araoiuopsis tinaxianaj 






OCk^ • J.LJ 


XiXJD^J uxx yx HiX r 0 


lyrpfliori 




NCBI GI 


g4186184 


BLAST score 


235 


Xj V Ci-L U." 


X • U C X _7 




_? X 


^ XU.CllL.ity 




NPRT n^^'^r'r'i "n't" 1 nn 


V-""I- X X X X DO ; uiiKnown Liioiuo sapiens j 




x4Uoo y 




T TR9R — m 1 —HI — TTI —PR 

xiXDZo UXX yx x1j1""LjO 






NCBI GI 




BLAST score 


722 


E value 


l,0e-76 


iMdLv-ll XeliyUIl 


Xfl J 


o xu.eiit.XL,Y 


1 nn 
xuu 


iNUoi uescripnon 


(ALL)^;iby4) pyriaoxal-phosphate-dependent ammotrans 




like protein [Arabidopsis thaliana] 


Q o rr "M*^ 
O C Cj^ . IN O • 


1 /I n Qn 
14 u jy u 


OcJV^ • X u 


111 0 — U 1 1 — 1^1 — JIj 1 — (a D 






NCBI GI 




BLAST score 


431 


E value 


l.Oe-42 




1 99 
IZ^ 


^ XCIfcrllUXty 


/ o 


in^^jdx uescripuion 


(ALUJbo^/) suDtilism protemase-like [Arabidopsis 




Lnaiiana j 


OcCJ* iNO • 


14 UJy 1 


^f^CT TV) 
tr(^ • J.LJ 


XiXoz o u X 1 yi iM niz 


Method 




NCBI GI 


g3834325 


BLAST score 


526 


E value 


9.0e-54 


Match length 


104 


% identity 


100 



clone: 



NCBI Description 



{AGO 05 67 9) Strong similarity to gb_AFO 67141 gamma -glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062, gb__T22220, gb_AA586207, gb_AI099851 and 
gb_AI00672 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



140392 

LIB25-012-Q1-E1-A11 



17046 



Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3849811 

193 

l.Oe-104 

214 

97 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140393 

LIB25-012-Q1-E1-B1 

BLASTN 

g2529657 

118 

6.0e-60 

194 

91 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140394 

LIB25-012-Q1-E1-G2 

BLASTN 

g3859590 

78 

7.0e-36 

282 
96 

Arabidopsis thaliana BAC T15B16 
140395 

LIB25-012-Q1-E1-G4 

BLASTN 

g3128138 

234 

l.Oe-129 

234 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFO20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140396 

LIB25-012-Q1-E1-H10 

BLASTX 

gll5783 

483 

7.0e-49 

91 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



140397 

LIB25-012-Q1-E1-H8 
BLASTN 



17047 



NCBL GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3868723 
297 

l.Oe-166 

297 

64 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

140398 

LIB25-013-Q1-E1-B4 

BLASTN 

g2182287 

228 

l.Oe-125 

228 

100 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

140399 

LIB25-013-Q1-E1-C8 

BLASTX 

gll5783 

470 

3.0e-47 

90 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb__CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140400 

LIB25-013-Q1-E1-F6 

BLASTX 

g2459435 

569 

7.0e-59 

120 

86 

{AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



140401 

LIB25-013-Q1-E1-H6 

BLASTN 

g3849811 

205 

l.Oe-112 

226 

97 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140402 

LIB25-013-Q1-E1-H9 
BLASTX 



17048 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4006913 
476 

6.0e-48 

100 
95 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
140403 

LIB25-014-Q1-E1-A5 

BLASTN 

g3869064 

196 

l.Oe-106 

366 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K1013, complete sequence [Arabidopsis thaliana] 



Seq. No, 


140404 


Seq. ID 


LIB25-014-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


g4704732 


BLAST score 


178 


E value 


6.0e-38 


Match length 


83 


-s identity 


96 


NCBI Description 


(AF121356) peroxiredoxin 


Seq. No. 


140405 


Seq. ID 


LIB25-014-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g4507081 


BLAST score 


165 


E value 


7.0e-12 


Match length 


78 


% identity 


40 


NCBI Description 


SWI/SNF related, matrix 




regulator of chromatin. 




(U66616) SWI/SNF complex 


Seq. No. 


140406 


Seq. ID 


LIB25-014-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


g2264315 


BLAST score 


98 


E value 


3.0e-48 


Match length 


130 


% identity 


95 


NCBI Description 


Arabidopsis thaliana gen< 




MRN17, complete sequence 


Seq. No. 


140407 


Seq. ID 


LIB25-014-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g4587552 


BLAST score 


650 


E value 


2.0e-68 



subfamily c 



actin dependent 
■ member 2 >gi_154 9241 
5unit [Homo sapiens] 



clone : 



17049 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
99 

{AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homo log from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T46213, 
gb_T42164, gb__T43682, gb_N96380, gb_T42973, gb 

140408 

LIB25-014-Q1-E1-E5 

BLASTN 

g853718 

150 

7.0e-79 

229 

100 

A.thaliana mRNA for cytochrome P450 
140409 

LIB25-014-Q1-E1-E7 

BLASTX 

g99696 

439 

l.Oe-43 

110 

81 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutainine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 


140410 


Seq. ID 


LIB25-014-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g4038037 


BLAST score 


105 


E value 


2.0e-04 


Match length 


131 


% identity 


3 


NCBI Description 


(AC005936) hypothetical 


Seq. No. 


140411 


Seq. ID 


LIB25-014-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gll69422 


BLAST score 


306 


E value 


5.0e-28 


Match length 


72 


% identity 


85 


NCBI Description 


DIHYDROFOLATE REDUCTASE 



Seq. No. 
Seq. ID 
Method 



1 / THYMIDYLATE SYNTHASE 1 
(DHFR-TS) >gi_289193 (L08593) dihydrof olate 
reductase-thymidylate synthase [Arabidopsis thaliana] 

140412 

LIB25-015-Q1-E1-D4 
BLASTN 



17050 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4469002 
321 

O.Oe+00 

321 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



140413 

LIB25-015-Q1-E1-E9 

BLASTN 

g4159706 

259 

l.Oe-144 

259 
100 

Arabidopsis thaliana genomic DNA, 
MGL6, complete sequence 



BAG clone T29A15 



chromosome 3, PI clone: 



140414 

LIB25-015-Q1-E1-F10 

BLASTX 

g4678949 

544 

6.0e-56 

111 

62 

(AL049711) di hydro lipoamide S-acetyltransf erase precursor 
[Arabidopsis thaliana] 



140415 

LIB25-015-Q1-E1-F6 

BLASTX 

gl345592 

568 

l.Oe-58 

115 

100 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 
epsilon isoform [Arabidopsis thaliana] 



(U36446) GF14 



140416 

LIB25-016-Q1-E1-C8 

BLASTN 

g3047074 

170 

6.0e-91 

238 
98 

Arabidopsis thaliana BAG F21E10 
140417 

LIB25-016-Q1-E1-E10 

BLASTX 

g4337025 

265 

3.0e-23 



17051 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 
100 

(AF123253) AIMl protein [Arabidopsis thaliana] 
140418 

LIB25-016-Q1-E1-F11 

BLASTX 

gll3512 

330 

9.0e-31 

66 

100 

FLORAL HOMEOTIC PROTEIN AGL2 >gi_81610_pir B39534 floral 

homeotic protein AGL2 - Arabidopsis thaliana >gi_166591 
(M55551) transcription factor [Arabidopsis thaliana] 

140419 

LIB25-016-Q1-E1-G7 

BLASTN 

g4159705 

409 

O.Oe+00 

413 

100 

Arabidopsis thaliana genomic DNA, 
MGD8, complete sequence 



chromosome 3, PI clone: 



140420 

LIB25-016-Q1-E1-H4 

BLASTN 

g2828187 

293 

l.Oe-164 

365 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K21C13, complete sequence [Arabidopsis thaliana] 



clone 



140421 

LIB25-016-Q1-E1-H8 

BLASTN 

g4490291 

79 

6,0e-37 

125 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

140422 

LIB25-017-Q1-E1-A10 

BLASTN 

g3193311 

392 

O.Oe+00 

396 

94 



17052 



NCBI Description Arabidopsis thaliana BAG F6N15 





±^\J ^ ^ o 


oeq. ±u 


JjloZO Ul / vl •"■'3 


Method 


BLASTN 


NCBI GI 


gl66787 


Diu\oi scoire 


1 IZ 


E value 


z . ue— OD 


Matcn lengtn 


14 / 


% identity 




NCBI Description 


A.tnaiiana cnioropiasu Hir synLnase gamiua suDunic 




gene, complete cds 


o^q. iNO. 


1 ft U r± Z 


Seq. ID 


LIB25-017-Q1-E1-A6 


Method 


BLASTX 




g4 


BLAbi score 


4oy 


E value 


7 , ue-44 


Matcn lengtn 


yi 


% identity 


89 


NCBI Description 


{AC005223) 14409 [Arabidopsis thaliana] 


Seq. No. 


14U4ZO 


Seq. ID 


LIB25-017-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


g34zu0o4 


BLAST score 


oil 
311 


E value 


1 . Oe-28 


Matcn length 


loo 


% identity 


62 


NCBI Description 


{ACul)4dou) unJcnown protein LAraoiaopsis tnalianaj 


beq. NO, 


1 A CiA 0 (1^ 
14U4ZO 


Seq. ID 


LlBzb-Ul /-Ql-El-Ay 


Method 


BLASTN 


NCBI GI 


g3406034 


BLAST score 


inn 
lUU 


E value 


3 . Qe-4y 


Match length 


157 


% identity 


98 


NCBI Description 


BAC F18A17 from chromosome V containing TINY at 60 




complete sequence [Arabidopsis thaliana] 


beq. No. 


T A f\ A '^n 

14042 / 


Seq. ID 


TT-T>OC niT T'l 1*511 

LIB25-017-Q1-E1-B11 


Method 


BLASTN 


NCBI GI 


g4468103 


BLAST score 


231 


E value 


1 flo— 1 97 

1 . ue iz / 


Match length 


271 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSA project) 


Seq. No. 


140428 


Seq. ID 


LIB25-017-Q1-E1-C5 



.5 cM, 



M3E9 



17053 






"DT,7V CITM 
DJ_Ln.O 1 IN 






BLAST score 


149 


E value 


3.0e-78 


Match length 


JOZ 


% identity 


1 nr» 
lUU 


Nubi uescripLion 


Arabidopsis thaliana chromosome II BAC T08I13 genomic 




sequence/ compxeue sequence L-rt.xa.xjx(j.opibxc> txicixxciiici j 


Seq. No. 


14U4zy 


becj. XL) 


T TQOI^ ni 1 T7l PiO 

JjIozo— ui / — yi— iLiX— jjii 


iyj.ei_noa 


OLiH.b 1 IN 




--•'^ /I A ^ A "3 yi 

go4UDUo4 


BLAST score 


91 


E value 


l.Oe-43 


Match length 




Q. -i ^AVk-l— 4-1— 

-6 laentity 


lUu 


NCBI Description 


BAC FloAl / rrom chromosome V containing TINY at oU.o cM, 




complete sequence [Arabidopsis thaliana] 


Seq, No. 


14U4oU 


beq. ID 


liloZO — UX /— yx— iiiX— 


ixie unou. 


DXtn.o i A 


NCBI GI 


g3004565 


BLAST score 


79 


E value 


^ . ue— oi 


Matcn lengtn 


1U4 


% identity 


DO 


NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


140431 


Seq. ID 


TTT30C AIT Obi TT^T TT^O 

LIBzo-Ul /-Qi-El-EJ 


Method 


QT CT^V 

DliAbXA 


NCBI GI 


g3184279 


BLAST score 


244 


E value 


o . ue— vci 


Match length 




^ Identity 


lo 


NCBI Description 


(AC004136) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


14u4oz 


beq. ID 


TTOOC AIT Ol TTl TT^O 


Method 


DXi/ib i A 


NCBI GI 


g2244971 


BLAST score 


384 


E value 


o • ue— o / 


Maucn lengtn 


T A O 

lUo 


% identity 


T A 

/u 


NCBI Description 


(Z9/34L;) hypothetical protein [Arabidopsis thaliana J 


Seq. No. 


140433 


oeq . 1 U 


XiXrszo ux / t>^x iix xlD 


Method 


BLASTN 


NCBI GI 


g2191157 


BLAST score 


333 


E value 


O.Oe+00 


Match length 


333 



17054 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana BAC IG002P16 
140434 

LIB25-018-Q1-E1-A1 

BLASTX 

g4588012 

467 

7.0e-47 

119 

82 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140435 

LIB25-018-Q1-E1-B2 

BLASTN 

g4220510 

189 

l.Oe-102 

189 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140436 

LIB25-018-Q1-E1-D11 

BLASTN 

g4220510 

286 

l.Oe-160 

384 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome A, BAC clone F22K18 



Seq. No. 


140437 


Seq. ID 


LIB25-018-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g3063698 


BLAST score 


322 


E value 


6.0e-30 


Match length 


109 


% identity 


58 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


140438 


Seq. ID 


LIB25-018-Q1-E1-F1 


Method 


BLASTN 


NCBI GI 


g304114 


BLAST score 


156 


E value 


l.Oe-82 


Match length 


164 


% identity 


99 


NCBI Description 


Arabidopsis thaliana thioglucosidase mRNA, complete 


Seq. No. 


140439 



17055 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-018-Q1-E1-F10 

BLASTN 

g4335744 

73 

8.0e-33 

197 

84 

Arabidopsis thaliana chromosome II BAG T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140440 

LIB25-018-Q1-E1-H3 

BLASTX 

g4586047 

596 

6.0e-62 

129 

92 

(AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb__AAD25945.1_AF085279_18 (AF08527 9) 
hypothetical ferritin subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



140441 

LIB25-019-Q1-E1-A1 

BLASTN 

g3075383 

206 

l.Oe-112 

319 

100 

Arabidopsis thaliana chromosome II BAG T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140442 

LIB25-019-Q1-E1-A4 

BLASTN 

g3168605 

176 

l.Oe-94 

176 

100 

Arabidopsis thaliana catalase 3 {CAT3) and catalase 1 
(CATl) genes, complete cds 

140443 

LIB25-019-Q1-E1-A5 

BLASTN 

g2342673 

387 

0. 0e+00 
394 
100 

Sequence of BAG F7G19 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

140444 

LIB25-019-Q1-E1-B10 



17056 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3413717 

613 

6,0e-64 
117 

100 

(AC0047 47) unknown protein [Arabidopsis thaliana] 
>gi_3643590 {AC005395) unknown protein [Arabidopsis 
thaliana] 

140445 

LIB25-019-Q1-E1-B7 

BLASTN 

g3608126 

71 

2.0e-32 

71 

100 

Arabidopsis thaliana chromosome II BAG T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140446 

LIB25-019-Q1-E1-C6 

BLASTN 

g555975 

107 

l.Oe-53 

107 

100 

Arabidopsis thaliana metallothionein-like protein (AtMT-K) 
mRNA, complete cds 

140447 

LIB25-019-Q1-E1-D9 

BLASTX 

gll72873 

642 

2.0e-67 

127 

100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857__pir JN0719 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374__ 
{D13043) thiol protease [Arabidopsis thaliana] 

140448 

LIB25-019-Q1-E1-E5 

BLASTX 

g267069 

631 

5.0e-66 

117 
100 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



17057 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140449 

LIB25-019-Q1-E1-S8 

BLASTX 

g549975 

718 

3.0e-76 

143 

99 

(U12858) nucleosome assembly protein I-like protein; 
similar to mouse nap I, PIR Accession Number JS0707 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140450 

LIB25-019-Q1-E1-F1 

BLASTN 

g3668073 

235 

l.Oe-129 

259 

97 

Arabidopsis thaliana chromosome II BAG T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140451 

LIB25-019-Q1-E1-G11 

BLASTX 

g4415907 

553 

6.0e-57 

110 

98 

(AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24643.1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140452 

LIB25-019-Q1-E1-G8 

BLASTN 

g2264313 

210 

l.Oe-115 

210 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOPIO, complete sequence [Arabidopsis thaliana] 

140453 

LIB25-020-Q1-E1-A4 

BLASTX 

gl778015 

237 

2.0e-20 

59 

76 

(U59508) osmotic stress-induced proline dehydrogenase 
[Arabidopsis thaliana] 



17058 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140454 

LIB25-020-Q1-E1-B3 

BLASTX 

g3860420 

168 

6.0e-12 

70 

44 

(AJ011047) exo galactanase [Lupinus angustifolius] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140455 

LIB25-020-Q1-E1-C11 

BLASTN 

g4589434 

376 

O.Oe+00 

380 

78 

Arabidopsis thaliana genomic DNA, 
MNJ7, complete sequence 



chromosome 5, PI clone 



140456 

LIB25-020-Q1-E1-D4 

BLASTN 

g2832667 

51 

8.0e-20 

51 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
{ESSAII project) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140457 

LIB25-020-Q1-E1-D8 

BLASTN 

g4159705 

201 

l.Oe-109 

305 

100 

Arabidopsis thaliana genomic DNA, chromosome 3^ PI clone 
MGD8/ complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140458 

LIB25-020-Q1-E1-E4 

BLASTN 

g3869074 

419 

O.Oe+00 

430 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMI9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq, ID 



140459 

LIB25-020-Q1-E1-E5 



17059 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g577301 

200 

2.0e-15 

121 
40 

(D42044) The ha3523 gene product is related to S.cerevisiae 
gene product located in chromosome III, [Homo sapiens] 



O t3 '^J^ • L\<J » 


1 40460 


oSCJ • -'-i->' 


T TPi9'n-n9n— ni -pi 

J-iXDZCJ UZU Vl -C 0 


Lutr LllO(_l 


DT nQTY 

X3ijri.O 1 A 










E value 


3,0e-31 


Match length 


65 


-6 laennry 




NCBI Description 


^ALiUoiyooj cytiopiasniat ic ac 




hydro— lyase) (aconitase) (EC 


beq. No, 


14U4 bi 


beg. lu 


Llbzo— UzU-yi-bl-blU 


Method 


CLiAbiA 




gio / ± 1^ y 


BLAST score 


165 


E value 


2.0e-ll 


Match length 




^ Identity 


1 / 


NCBI Description 


(uyioio) pMo (o partial) [ 


Seq* No, 


14U4 


beq. IJJ 


Linzo— UZU-yi-rLi-no 


Method 






rtL R^T^n'5 


BLAST score 


546 


E value 


4,0e-56 


Match length 


1 no 
lUz 


^ Identity 


C\C\ 

iUU 


NCBI Description 


(ACOubyoD) unknown protein 


Seq. No. 


14046 J 


Seq. ID 


LIBzD-0z0-Ql-El-H5 






NCBI GI 


g4826435 


BLAST score 


89 


E value 


1.8e-02 


Match length 


98 


% identity 


15 


NCBI Description 


(AL031447) dJ126A5.4 (KIAAO 


Seq, No, 


140464 


Seq. ID 


LIB25-021-Q1-E1-A2 


Method 


BLASTN 


NCBI GI 


g4589434 


BLAST score 


174 


E value 


3.0e-93 


Match length 


222 



.2.1.3) [Arabidopsis thaliana] 



[Homo sapiens] 



(KIAA0469) [Homo sapiens] 



17060 



% identity 

NCBI description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



56 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone 
MNJ7, complete sequence 

140465 

LIB25-021-Q1-E1-A5 

BLASTX 

g2688544 

216 

2.0e-17 

108 

38 

(AE001163) 4-methyl-5{b-hydroxyethyl)-thia2ole 
monophosphate biosynthesis protein (thiJ) [Borrelia 
burgdorferi] 

140466 

LIB25-021-Q1-E1-C2 

BLASTX 

g3549681 

443 

5.0e-44 

123 

78 

{AL031394) male sterility 2-like protein [Arabidopsis 
thaliana] 



140467 

LIB25-021-Q1-E1-D3 

BLASTX 

gl6374 

359 

3.0e-34 

69 

100 

{X03908) chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



(LHCP AB 180) 



140468 

LIB25-021-Q1-E1-E8 

BLASTX 

g3805846 

717 

4.0e-76 

138 

100 

(AL031986) DNA-directed RNA polymerase (EC 2, 
largest chain [Arabidopsis thaliana] 

140469 

LIB25-021-Q1-E1-F6 

BLASTN 

gl66589 

104 

l.Oe-51 

216 

88 



7.7.6) II 



17061 



NCBI Description Arabidopsis thaliana transcription factor (AGL2) mRNA, 
complete cds 



t>J ^ • L>l • 


140470 


Seq. ID 


LIB25-021-Q1-E1-G1 


Method 


BLASTN 






£51ji-i,0 1 oOtJXtr 










O \-» D 


^ 1^ "1 "4" t T 

-5 iQeni-ii,y 




lnudi uescnpL.j.on 


Hraoiaopsis nnaxiana 






Seq. No. 


140471 


Seq. ID 


LIB25-021-Q1-E1-G5 








y O X ;70Z 0 Z 


oijriO J. ov^vJic 




J_j V CL J- U. C- 


X • xJC X 1 W 


Match length 


JUU 


T ^ T ^ T T 

-5 icientiuy 


xuu 


LNL/^DX uescr xpT-ion 


iiraDiaopsis unaxxana 


O C • LN ^ • 


1 40479 


Seq, ID 


LIB25-021-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g2507587 


BLAST score 


284 


E value 


2.0e-25 


Match length 


57 


% identity 


88 


NCBI Description 


METALLOTHIONEIN-LIKE 



TAG clone 



OTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 



Seq. No. 


140473 


Seq. ID 


LIB25-021-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g2244866 


BLAST score 


379 


E value 


2.0e-36 


Match length 


117 


% identity 


56 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


140474 


Seq. ID 


LIB25-022-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g3985957 


BLAST score 


222 


E value 


l.Oe-121 


Match length 


424 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



17062 



MYN8, complete sequence [Arabidopsis thaliana] 



C ^ 'h>\r\ 
« INO . 


1 4 047 R 
Ufi f D 


Seq. ID 


LIB25-022-Q1-E1-D11 


Method 


BLASTX 




gZ4 4 o 0 


DiiAoi score 


44 0 


E value 


z . ue— 4 4 


riaucn xengun. 




% identity 


xuu 


NCBI Desciription 


\.iiOu uzz i?4 ; unKnown protem [■"■x^S-Diciopsis tnaxianaj 


oeq. Djo . 


14 U4 / O 


Seq. ID 


LIB25-022-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g3157937 


BLAST score 


699 


E value 


5.0e-74 


Match length 


138 


% identity 


99 


NCBI Description 


(AC002131) Identical to aspartic proteinase cDNA gbj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb__T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

140477 

LIB25-022-Q1-E1-D9 

BLASTX 

gl619956 

434 

6.0e-43 

96 

89 

(U72151) voltage-gated chloride channel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140478 

LIB25-022-Q1-E1-E11 

BLASTX 

g4587514 

282 

4.0e-25 

54 

100 

(AC007060) Similar to W08E3.3 gi_3880615 putative 
GTP-binding protein from C. elegans cosmid gb_Z92773. EST 
gb_AA597331 comes from this gene. [Arabidopsis thaliana] 

140479 

LIB25-022-Q1-E1-F11 

BLASTN 

g4757395 

66 

5.0e-29 

136 

92 



17063 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5^ TAG clone 
K21L13, complete sequence 

140480 

LIB25-022-Q1-E1-F9 

BLASTN 

g2494106 

431 

O.Oe+00 

431 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140481 

LIB25-023-Q1-E1-A11 

BLASTN 

g3763944 

303 

l.Oe-170 

307 

78 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone F28A23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140482 

LIB25-023-Q1-E1-A4 

BLASTN 

g2275194 

295 

l.Oe-165 

298 

100 

Arabidopsis thaliana chromosome II BAG T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140483 

LIB25-023-Q1-E1-B1 

BLASTN 

g4220468 

154 

3.0e-81 

286 

100 

Arabidopsis thaliana chromosome II BAG T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140484 

LIB25-023-Q1-E1-B2 

BLASTX 

g2462833 

530 

2,0e-54 

108 

99 

(AF000657) highly similar to froha and frohb, potential 
frohc [Arabidopsis thaliana] 



17064 



Oc^ . iNU . 


X ft U *± O J 




XtXO^^ ^X ill X 




OXiriO J. A. 




gzz 4 / ou 


BLAST score 


581 


E value 


3.0e-60 


jyia Lcn. xenyizn 


XZ 4 


% identity 


Q Q 


NCBI Description 


(Z97335) adenosylhoiuocysteinase [Arabidopsis thaliana] 




>gi ouooo/y t/icuoyooxj b~aaenosyx-~Li~noiriocysi.eine nyaroxase 




[Arabidopsis thaliana] 


C c» rr t(\r\ 


X fl U 0 0 


oeq. xu 


Xi X o Z O U Z o X lit X uz 


Method 


BLASTX 


NCBI GI 


g2262115 


dIjAo i score 


c;9 1 

OZ X 


E value 


z . ue— oo 


Matcn lengtn 


y / 


% identity 


yy 


NCBI Description 


(AC002343) cellulose synthase isolog [Arabidopsis thaliana 


oeq. WO. 


1 Ar\A^i 
X4U40 / 


oecj. xu 


T TT59 C^ — fl 9 m — Tl —HQ 

XiXdz o uz J SgJX JiiX uy 


Method 


Dli/ib i IN 


NCBI GI 


g4454004 


BLAST score 


149 


E value 


4 . ue- / O 


Matcn lengtn 


/lie 

415 


% identity 


y / 


NCBI Description 


AraDiaopsis unaxiana ujna cnroiuosoitie 4/ esau cione rz^/io 




(ESSAII project) 


oecj. wo. 


14 U4 0 o 


beq. ID 


LiIdZ 0 — U z O — y 1 — hj 1 — Jii X 1 


ixie unoQ 


JdXlRO J. IN 


NCBI GI 


g2924733 


BLAST score 


22 


E value 


9 r\e^ n9 
z . ue-Uz 


Match length 




% Identity 


o o 
00 


JNUnx uescripuion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MUF9, complete sequence [Arabidopsis thaliana] 


beg. JNo. 


X4 U4 0 y 


oeg. xu 


XiXDZO UZ J V-i- -t^l •^-'4 


Mernoa 


rjT ]\C2TY 


NCBI GI 


g4309698 


BLAST score 


601 


E value 


X . ue DZ 


Match length 


115 


% identity 


97 


NCBI Description 


(AC006266) putative glucosyltransferase [Arabidopsis 




thaliana] 


Seq. No. 


140490 



17065 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-023-Q1-E1-F4 

BLASTN 

g4455348 

152 

3.0e-80 

230 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 

140491 

LIB25-023-Q1-E1-F6 

BLASTX 

g2191175 

538 

3.0e-55 

101 

100 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140492 

LIB25-023-Q1-E1-H5 

BLASTX 

gl20675 

518 

9.0e-53 

134 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844__ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140493 

LIB25-024-Q1-E1-B1 

BLASTX 

g2129538 

375 

3.0e-36 

76 

100 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140494 

LIB25-024-Q1-E1-B2 

BLASTN 

g4455290 

198 

l,0e-107 

206 

99 

Arabidopsis thaliana DNA chromosome 
(ESSAII project) 



4, BAC clone F18A5 



17066 



II 



Seq. No. 


14U4 ya 


beq. iu 




Method. 




JNLbi vjI 


g40 J / lo ID 


BLAST score 


24 


E value 


l.Oe-03 


Matcn iengtn 


o4o 


% laentity 




NCBI Description 


Arabidopsis tha liana chromosoitie II BAC T28I24 genoicii 




sequence, complete sequence [Arabidopsis thaliana] 


beq. No. 


14U4 yb 


beq. ±u 


T TxxO^ — Cso A —C\'\ —1? 1 _ni n 


ixie Liiou. 


Dlirio i IN 




gol / DO 


BLAST score 


112 


E value 


l.Oe-56 


Match length 




-5 Identity 


1 C\C\ 

lUU 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T14N5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140497 


Seq. ID 


LIBz5-0z4-Ql-El-F3 


Method 


rSliAb IN 


NCBI GI 


gliyy4oo 


BLAST score 


44 


E value 


7.0e-16 


Match length 


48 


% identity 


yo 


NCBI Description 


Arabidopsis thaliana CERl mRNA for possible aldehyde 




decarbonylase, complete cds >gi 3717039 emb Ad31oo.1 




bequence z trom Fatenr bFU/Zby/o 


Seq. No. 


140498 


beq. lu 


LIBzo-Uz4-Ql-El-Glz 


Method 


BLASTN 


NCBI GI 


gll81530 


BLAST score 


145 


E value 


4 . Oe- /d 


Match length 


193 


% identity 


94 


NCBI Description 


Arabidopsis thaliana thionin (Thi2.1) mRNA, complete 


Seq. No. 


140499 


Seq, ID 


LIBzo-0z5-Ql-El-A12 


Method 


rsliAb iA 


NCBI GI 


g4587550 


BLAST score 


648 


E value 


5.0e-68 


Match length 


138 


% identity 


Q1 

yi 


NCBI Description 


(AC006577) EST gb_R64848 comes from this gene. [Arab 




thaliana] 


Seq. No. 


140500 


Seq. ID 


LIB25-025-Q1-E1-A4 



17067 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3582328 

163 

3.0e-ll 

112 

20 

(AC005496) 



hypothetical protein [Arabidopsis thaliana] 



140501 

LIB25-026-Q1-E1-B8 

BLASTN 

g2564047 

85 

6.0e-40 

442 

99 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone 
MJB21, complete sequence [Arabidopsis thaliana] 

140502 

LIB25-026-Q1-E1-C3 

BLASTN 

g2351065 

194 

l.Oe-105 

358 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHF15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140503 

LIB25-026-Q1-E1-F1 

BLASTN 

g2244901 

301 

l.Oe-169 

389 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



140504 

LIB25-026-Q1-E1-F7 

BLASTN 

g3869071 

211 

l.Oe-115 

279 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIL23, complete sequence [Arabidopsis thaliana] 



PI clone 



140505 

LIB25-026-Q1-E1-G10 

BLASTX 

g4115918 

175 



17068 



E value 
Match length 
% identity 
NCBI Description 



8.0e-16 

63 

77 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



beq. JNO, 


14U0UD 


Seq. ID 


LIB^0-u2d-Q1-E1-Hd 


ixie L uoa 


nJj/io i A 




g^ / bUo 


DiiAoi score 




E value 


J. • ue~ o J 




ft ^ 




fin 


NCBI Description 


(AC002130) F1N21.15 [Arabidopsis thaliana] 


oecj, iMO . 


14U0U / 


beq* lU 


ttdoc no^ T? 1 oo 
Llnzo— b-yi— Li-riy 


Method 


TD T TV O rnXT 


NLrSI bl 


go4Uzbyo 


BLAST score 


314 


E value 


1 . Oe-176 


Match length 




% identity 




NCBI Description 


Arabidopsis thaliana chromosome II BAC T3K9 




sequence, complete sequence [Arabidopsis th; 


Seq, No. 


140508 


Seq. ID 


LIB25-027-Q1-E1-A1 


Method 


BLASTX 


NCBI GI 


gl345595 


BLAST score 


316 


E value 


9.0e-30 


Match length 


65 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFTl) 

>gi_1084332_pir S53727 14-3-3-like protein (ATFl) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_154 9404 (U68545) GF14 
lambda [Arabidopsis thaliana] 

140509 

LIB25-027-Q1-E1-A8 

BLASTX 

gl684913 

133 

8.0e-08 

101 

4 

(U77888) receptor-like protein kinase [Ipomoea nil] 
140510 

LIB25-027-Q1-E1-C3 

BLASTX 

g4249662 

254 

5,0e-22 



17069 



Match length 

% identity 

NCBI Description 



52 
100 

(AF0898101 
thaliana] 



Altered Response to Gravity [Arabidopsis 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140511 

LIB25-027-Q1-E1-E4 

BLASTN 

g4558521 

158 

7.0e-84 

182 

97 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

140512 

LIB25-027-Q1-E1-E8 

BLASTX 

gl076291 

202 

2.0e-54 

110 

100 

amino acid transporter AATl - Arabidopsis thaliana 
>gi_2911069_emb_CAA17531.1_ (AL021960) amino acid transport 
protein AATl [Arabidopsis- thaliana] 

140513 

LIB25-027-Q1-E1-F2 

BLASTX 

g3738288 

200 

4.0e-16 

61 
56 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140514 

LIB25-027-Q1-E1-F3 

BLASTN 

g4584519 

292 

l.Oe-163 

312 

98 

Arabidopsis thaliana 
(ESSA project) 

140515 

LIB25-027-Q1-E1-G2 

BLASTX 

g4539465 

436 

l.Oe-43 

88 



DNA chromosome 4, BAC clone F11C18 



17070 



CI 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AL049500) putative protein [Arabidopsis thaliana] 
140516 

LIB25-027-Q1-E1-H2 

BLASTN 

g4567300 

275 

l.Oe-153 

291 

99 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



Seq. No. 


140517 


Seq. ID 


LIB25-028-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g313837 


BLAST score 


149 


E value 


2 . Oe-78 


Match length 


189 


% identity 


95 


NCBI Description 


A. thaliana gene for hemC 


Seq. No. 


140518 


Seq. ID 


LIB25-028-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


g4757413 


BLAST score 


231 


E value 


1. Oe-127 


Match length 


312 


% identity 


98 


NCBI Description 


Arabidopsis thaliana gen 




MX021, complete sequence 


Seq. No. 


140519 


Seq. ID 


LIB25-028-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g451G395 


BLAST score 


573 


E value 


2.0e-59 


Match length 


107 


% identity 


100 


NCBI Description 


(AC006587) putative beta 




[Arabidopsis thaliana] 


Seq. No. 


140520 


Seq. ID 


LIB25-028-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g3522932 


BLAST score 


168 


E value 


l.Oe-89 


Match length 


260 


% identity 


92 



PI clone 



NCBI Description 



Arabidopsis thaliana chromosome II BAG F14M4 genomic 
sequence/ complete sequence [Arabidopsis thaliana] 



17071 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140521 

LIB25-029-Q1-E1-A11 

BLASTN 

g4510323 

251 

l.Oe-139 

303 

96 

Arabidopsis thaliana BAC T7B11 
cM, complete sequence 



from chromosome IV near 10 



140522 

LIB25-029-Q1-E1-B9 

BLASTX 

g2245004 

391 

7.0e-38 

143 

55 

{Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

140523 

LIB25-029-Q1-E1-D11 

BLASTX 

g4263519 

420 

2,0e-41 

86 

94 

(AC00404 4) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



140524 

LIB25-029-Q1-E1-D5 

BLASTX 

g4263791 

709 

3.0e-75 

137 

98 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

140525 

LIB25-029-Q1-E1-D9 

BLASTX 

g4567305 

704 

l.Oe-74 

128 

99 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
140526 

LIB25-029-Q1-E1-F1 
BLASTN 



17072 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4544381 
270 

l.Oe-150 

382 
100 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 



140527 

LIB25-029-Q1-E1-G12 

BLASTN 

g4589432 

225 

l.Oe-123 

343 

99 

Arabidopsis thaliana genomic DNA, 
MMJ24 , complete sequence 



chromosome 3, PI clone 



140528 

LIB25-029-Q1-E1-G5 

BLASTN 

g3831448 

178 

l.Oe-95 

245 

100 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



140529 

LIB25-029-Q1-E1-H7 

BLASTN 

g3241924 

265 

l.Oe-147 

319 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC6/ complete sequence [Arabidopsis thaliana] 



PI clone 



140530 

LIB25-029-Q1-E1-H9 

BLASTX 

g3850571 

430 

2.0e-42 

83 
100 

{AC005278) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 



140531 

LIB25-030-Q1-E1-D4 

BLASTX 

g3335366 



17073 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

8.0e-17 

101 

40 

(AC003028) 



unknown protein [Arabidopsis thaliana] 



140532 

LIB25-030-Q1-E1-E2 

BLASTN 

g4432811 

43 

6.0e-15 

79 

89 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



140533 

LIB25-P31-Q1-E1-F6 

BLASTN 

g4006885 

62 

9.0e-27 

118 

88 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



140534 

LIB25-032-Q1-E1-C12 

BLASTN 

g414339 

37 

6.0e-12 

85 

86 

A. thaliana rdl9A gene for thiol protease, 
and exon 



exon 1, exon 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140535 

LIB25-032-Q1-E1-F4 

BLASTX 

g4633131 

485 

4,0e-49 

97 

100 

(AF110407) ATP sulfurylase precursor [Arabidopsis thaliana] 
>gi_4803653_emb_CAB42640.1__ (AJ012586) sulfate 
adenylyltransferase [Arabidopsis thaliana] 

140536 

LIB25-032-Q1-E1-F6 

BLASTX 

g2811292 

289 

4.0e-26 



17074 



Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
100 

(AF043343) putative vegetative storage protein [Arabidopsis 
thaliana] 

140537 

LIB25-032-Q1-E1-H6 

BLASTX 

g4455243 

523 

2.0e-53 

117 

86 

(AL035523) alpha-amylase-like protein [Arabidopsis 
thaliana] 

140538 

LIB25-032-Q1-E1-H7 

BLASTX 

g461498 

507 

l.Oe-51 

112 

86 

ALANINE AMINOTRANSFERASE 2 (GPT) {GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1,2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 

140539 

LIB25-033-Q1-E1-A2 

BLASTX 

g4206194 

631 

4.0e-66 

122 

100 

(AF071527) GH3-like protein [Arabidopsis thaliana] 
>gi_4262168_gb_AAD144 68_ (AC005275) putative GH3-li]ce 
protein [Arabidopsis thaliana] 

140540 

LIB25-033-Q1-E1-B5 

BLASTX 

g400515 

164 

l.Oe-11 

57 

54 

NADH-UBIQUINONE OXIDOREDUCTASE B8 SUBUNIT (COMPLEX I-B8) 

(CI-B8) >gi_346540_pir S28249 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) chain CI-B8 - bovine 
>gi_246_emb_CAA44904_ (X63219) NADH dehydrogenase [Bos 
taurus] 



Seq. No. 



140541 



17075 





XiXDiO UOJ ^iciX IliX DO 




RT.A9TN 


TapDT (IT 


y^uxoooo 


BLAST score 


184 


E value 


2.0e-99 


iMiancn lengtii 


lo*± 


^ iQenLn_y 


lUU 


jNuoi uesciripuion 


Arabidopsis thaliana chroiiiosoine II BAC T32G6 genomic 




ssqusncSf coiupxsT-e sequence "■■'"-'-^^opsx is i-ria.xxa,ria, j 


beq, MO. 




Qorr TPl 
OcC^. XU 


T TR9 t^— n?'^— m -F1 -RQ 




RT a^lTY 
OXirlO Xz^ 


NCBI GI 


g3135254 


BLAST score 


285 


111 va.Xu.e 


3 . ue z o 


Match length 




% identity 


o / 


iNc-Dx jjescx xpcion 


^Ak^uuouooj nypotne uxcai prouem [/ixaijxcLopsis uiia.xiciiia.j 


oeg. NO, 


T / n c; /I 
14U04O 


oecj. xjj 


iiXoZD u J J ^ijx liji ill / 




OXltLO 1 iN 


iNwDX oX 


gz 0 oo ^ 


BLAST score 


158 


E value 


6.0e-84 


Match length 


loo 


% Identity 


lUU 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9A21 




[liibbAii project; 


Seq. No. 


14uo44 


oeq. lu 


lilrSzo— U^o— yi— tl— b4 




RT aQTM 


InUdX oX 


gouo U4ou 


BLAST score 


223 


E value 


l.Oe-122 


Match length 


434 


% identity 


lUU 


MuBi Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 




^EjbbAii proj eci, ; 


beg, jno. 


14U040 


Qci/T T n 

oeg. lu 


lilrSZO~Uo J yi HjI o / 


l.^it: i-iivjv_l 


RT aQTY 


TjnoT fZT 
iNk^UX oX 


gzz 0 1 D J 1 


BLAST score 


446 


E value 


2.0e-44 


Match length 


O D 


■6 Identity 


inn 
lUU 


NUBI Description 


(AFUOJUyb) APz domain containing protein RAP2 . 3 




j,rlxclIJXU.Upi3Xo LllcilXclIla, J 


Seq. No. 


140546 


Seq. ID 


LIB25-033-Q1-E1-G8 


Method 


BLASTN 


NCBI GI 


g4519193 



17076 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

3.0e-84 

304 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDCll, complete sequence 

140547 

LIB25-033-Q1-E1-H4 

BLASTN 

g4249393 

335 

0,0e+00 

335 

100 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140548 

LIB25-034-Q1-E1-D3 

BLASTN 

g2760168 

155 

7.0e-82 

313 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq- No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140549 

LIB25-034-Q1-E1-H6 

BLASTX 

g509810 

294 

l.Oe-26 

59 

100 

(L08468) envelope Ca2+-ATPase 



[Arabidopsis thaliana] 



140550 

LIB25-035-Q1-E1-B3 

BLASTN 

gl946354 

204 

l.Oe-111 

299 

97 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

140551 

LIB25-035-Q1-E1-C6 

BLASTX 

g3643192 

478 

4.0e-48 
135 



17077 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

{AF087435) unknown [Arabidopsis thaliana] 
140552 

LIB25-035-Q1-E1-E4 

BLASTX 

g4587527 

447 

l.Oe-44 

103 

85 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC00423e 

140553 

LIB25-035-Q1-E1-F12 

BLASTN 

gll84276 

45 

4.0e-16 

279 

85 

Brassica napus (clone Sta 39-4) arabinogalactan protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140554 

LIB25-035-Q1-E1-F7 

BLASTN 

g450879 

102 

2.0e-50 

146 

75 

A. thaliana hsc70-l 



gene 



140555 

LIB25-035-Q1-E1-G11 

BLASTN 

g3046847 

66 

5.0e-29 

134 

87 

Arabidopsis thaliana genomic DNA, chromosome5/ TAG clone: 
K11J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140556 

LIB25-035-Q1-E1-H4 

BLASTN 

g4159710 

194 

l.Oe-105 

258 

48 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSD23, complete sequence 



17078 



Seq« No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140557 

LIB25-036-Q1-E1-A3 

BLASTN 

g2618599 

262 

l.Oe-145 

456 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Oeq • JNO . 


14 UOOO 




O • XL/ 




.rjl — TTI —131 n 


Method 


BLASTX 




NCBI GI 


g3036805 




BLAST score 


290 




E value 


l.Oe-26 




Match length 


57 




% identity 


95 




NCBI Description 


{AL022373) 


thaumat in-like protein 


Seq. No. 


140559 




Seq. ID 


LIB25-036- 


Ql-El-Bll 


Method 


BLASTX 




NCBI GI 


g3249083 




BLAST score 


174 




E value 


2.0e-12 




Match length 


73 




% identity 


45 




NCBI Description 


{AC004473) 


Contains similarity to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor homolog gb_2244754 from A. thaliana chromosome 4 
contig gb_Z97335- [Arabidopsis thaliana] 

140560 

LIB25-036-Q1-E1-B3 

BLASTX 

g3914117 

631 

5.0e-66 

147 

84 

NUCLEOSIDE DIPHOSPHATE KINASE II PRECURSOR (NDK II) (NDP 
KINASE II) >gi_3093480 (AF017640) nucleoside diphosphate 
kinase type 2 [Arabidopsis thaliana] 

140561 

LIB25-036-Q1-E1-B4 

BLASTX 

gl617013 

284 

2.0e-25 

56 

100 

(Y07745) histone H2B like protein [Arabidopsis thaliana] 



Seq. No. 



140562 



17079 



Seq, ID 


LIB25-036- 


01-E1-B6 


Method 


BLASTX 




NCBI GI 


g4469024 




BLAST score 


479 




TT TTa 1 11 o 
Hj V CL-L 








-7 J 




^ iQeiii- J. uy 






lnujdx ueoCiripuxoii 








±^ uo oo 




in 


JjXDt.w' VJ J v 


01 -F1 -PI 




BLASTX 




NCRT QT 

LH \^ LJ J. \7 U. 


a4539383 






684 




E value 


3.0e-72 




Match length 


141 




% identity 


92 




NCBI Description 


(AL035526) 


putative 




thaliana] 





protein [Arabidopsis thaliana] 



protein (fragment) [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140564 

LIB25-036-Q1-E1-C2 

BLASTX 

g4538961 

620 

8.0e-65 

127 

100 

{AL049488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140565 

LIB25-036-Q1-E1-C6 

BLASTX 

g3386606 

163 

4.0e-ll 

46 

70 

(AC004665) putative beta-amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140566 

LIB25-036-Q1-E1-E3 

BLASTN 

g3158375 

132 

3.0e-68 

132 

100 

Arabidopsis thaliana SENS mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140567 

LIB25-036-Q1-E1-E7 

BLASTN 

g4432829 

444 

O.Oe+00 



17080 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



448 
100 

Arabidopsis thaliana chromosome II BAG T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140568 

LIB25-036-Q1-E1-E8 

BLASTX 

g2851455 

356 

9.0e-34 

84 

86 

DYNAMIN-LIKE PROTEIN >gi_2267213 {L36939) dynamin-like GTP 
binding protein [Arabidopsis thaliana] 

140569 

LIB25-036-Q1-E1-F5 

BLASTN 

g3659491 

138 

5.0e-72 

138 

50 

Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


140570 


Seq. ID 


LIB25-036-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


gl854445 


BLAST score 


544 


E value 


8.0e-56 


Match length 


131 


% identity 


77 


NCBI Description 


(D83971) CPRD14 protein [ 


Seq. No. 


140571 


Seq. ID 


LIB25-036-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


529 


E value 


4.0e-54 


Match length 


128 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


140572 


Seq. ID 


LIB25-037-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g2905643 


BLAST score 


325 


E value 


4.0e-30 


Match length 


125 


% identity 


53 


NCBI Description 


(AF045244) ribitol kinase 



[Klebsiella pneumoniae] 



17081 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140573 

LIB25-037-Q1-E1-A4 

BLASTX 

gll70660 

623 

4.0e-65 

123 
100 

MEVALONATE KINASE (MK) >gi_541880_pir S42088 mevaionate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_einb_CAA54820_ (X777 93) mevaionate kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140574 

LIB25-037-Q1-E1-A7 

BLASTN 

g2696018 

310 

l.Oe-174 

442 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140575 

LIB25-037-Q1-E1-B10 

BLASTX 

gll68530 

489 

2.0e-49 

96 

99 

SERINE/THREONINE-PROTEIN KINASE ASK2 >gi_99748_pir S2458 6 

probable serine/threonine-specif ic protein kinase {EC 
2.7.1.-) (clone ASK2) - Arabidopsis thaliana 
>gi_16443_emb_CAA78106_ {Z12120) protein kinase 
[Arabidopsis thaliana] 

140576 

LIB25-037-Q1-E1-B8 

BLASTX 

gll81531 

606 

4.0e-63 

124 

91 

{L41244) thionin [Arabidopsis thaliana] 

>gi_1586833_prf 2204399A thionin [Arabidopsis thaliana] 

140577 

LIB25-037-Q1-E1-C11 

BLASTN 

gl244741 

256 

l.Oe-142 

256 

100 



17082 



NCBI Description 



Arabidopsis thaliana nuclear ribosomal ITS-1, 5.8S 
ribosomal RNA, and ITS-2. >gi__124567 9_gb_U52185_ASU52185 
Arabidopsis suecica nuclear ribosomal ITS-1, 5.8S ribosomal 
RNA, and ITS-2 



Seq. No. 


140578 


Seq. ID 


T tdoc mi r\i t71 t\a 
LIBzo-U 0 /-Qi-El-D4 


Method 


"O T TV o m \ 7 

BLASTX 


NCBI GI 


g3250677 


BLAST score 


T c 


E value 


3 . Oe-78 


Match length 


143 


% identity 


lUU 


NCBI Description 


(AL024486) putative Fe(II) transport protein 




thaliana] 


Seq. No. 


140579 


Seq, ID 


LIB25-037-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g3063453 


BLAST score 


373 


E value 


9. Oe-36 


Match length 


139 


% identity 


54 


NCBI Description 


(AC003981) F22013.15 [Arabidopsis thaliana] 


Seq. No. 


140580 


Seq. ID 


LIB25-037-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g4159708 


BLAST score 


165 


E value 


1. Oe-87 


Match length 


425 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MKP6, complete sequence 


Seq. No. 


140581 


Seq. ID 


LIB25-037-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


g3914024 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


59 


% identity 


63 


NCBI Description 


(R)-MANDELONITRILE LYASE ISOFORM 2 PRECURSOR 




(HYDROXYNITRILE LYASE 2) { (R) -OXYNITRILASE 2 



3, PI clone: 



>gi_2773274 

(AF040078) (R)-(+)-mandelonitrile lyase isoform MDL2 
precursor [Prunus serotina] >gi_2773276 (AF040079) 
(R) - (+) -mandelonitrile lyase isoform MDL2 precursor [Prunus 
serotina] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140582 

LIB25-037-Q1-E1-E7 

BLASTX 

g4263704 

238 



17083 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



6.0e-20 

80 

50 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

140583 

LIB25-037-Q1-E1-G1 

BLASTN 

g4263813 

368 

O.Oe+00 

425 

97 

Arabidopsis thaliana chromosome II BAG T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140584 

LIB25-037-Q1-E1-G4 

BLASTX 

g4220474 

509 

9.0e-52 

144 

71 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

140585 

LIB25-037-Q1-E1-H1 

BLASTX 

g4587542 

562 

6.0e-58 

146 

75 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene, [Arabidopsis thaliana] 

140586 

LIB25-037-Q1-E1-H2 

BLASTN 

g3402695 

60 

5.0e-25 

124 

87 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140587 

LIB25-037-Q1-E1-H6 

BLASTN 

g2351070 

192 

l,0e-104 



17084 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%• identity 



358 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 

140588 

LIB25-038-Q1-E1-A4 

BLASTX 

g2129538 

357 

5.0e-34 

69 
100 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

140589 

LIB25-038-Q1-E1-A9 

BLASTN 

g4510360 

348 

O.Oe+00 

407 

97 

Arabidopsis thaliana chromosome II BAG F11F19 genomic 
sequence, complete sequence 

140590 

LIB25-038-Q1-E1-B10 

BLASTX 

g2465923 

192 

l.Oe-14 

143 

38 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

140591 

LIB25-038-Q1-E1-F10 

BLASTN 

g2264314 

345 

O.Oe+00 

349 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 

140592 

LIB25-038-Q1-E1-F11 

BLASTX 

g585084 

290 

4.0e-26 

70 

79 . . - ^ 



17085 




NCBI Description ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14684) elongation factor G 
[Rattus norvegicus] 



beg, IN o . 


1 ArmQ*^ 

UQ Z?0 


oeg. IJJ 


T TR9C: — /T^R— Ol —"PI — TTR 


Method 


rSLiAb iA 


1.N Ij X o ± 




njjAbi score 


40U 


E value 


o . ue— 4 D 


LYtaucn xengx.n 


i?4 


% iaenL.iii.y 




iN^^ox jjescnption 


Vri^UUjU^Uy nypOL.netlCa.-L pj-OT-cin |_i-iird,JiJlvJ.vjpo 1 o UiiclUcllla. J 


Seq. No. 


140594 


beq. lu 




Method 




NCBI GI 


gzloUljJi 


Dij/ioi score 


Z14i 


E value 


1 . ue-11 / 


Matcn length 


Zl4 


% identity 


lUU 


iNuol uescripuion 


bequence or i3H.k^ ri^jrv^o iroin riraxjiaopsis T^naiid-iia. oiiioiuoouiiic 




1/ coitiplete sequence [Arabidopsis thaliana] 


Seq. No. 


140595 


Seq. ID 


LIBzo-U Jo-Ql-El-Hi 


Method 


BLASTN 


NCBI GI 


g2739359 


oLAbi score 




E value 


2 . Oe-44 


Match length 


191 


% identity 


Q Q 
OO 


jnudi uescripLion 


AraDiaopsis tinaiiana cnroiuosoitie ii jdho i^uzz genoitixc 




sequence/ coitiplete sequence [Arabidopsis thaliana] 


Seq. No. 


140596 


Seq. ID 


LIBZb-Uoo— yi— El-Hll 


Method 


BliAoiN 


NCBI GI 


g305y01o 


Dii/ibi score 


ft ^ 


E value 


3 . Qe-41 


Match length 


ob 


% identity 


1 nfi 
lUU 


jnudi uescription 


Arabidopsis thaliana DNA chroniosoine 4/ BAC clone F1C12 




(ESSAII project) 


Seq. No. 


140597 


Seq. ID 


LIB25-038-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g3608155 


BLAST score 


295 


E value 


5.0e-27 


Match length 


61 


% identity 


92 


NCBI Description 


(ACQ05314) putative RNA helicase [Arabidopsis thaliana] 




17086 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140598 

LIB25-038-Q1-E1-H7 

BLASTN 

g4662609 

179 

3.0e-96 

274 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

140599 

LIB25-038-Q1-E1-H9 

BLASTX 

g3334124 

650 

3.0e-68 

134 

99 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
{OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_1655482_dbj_BAA13600_ (D88375) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

140600 

LIB25-039-Q1-E1-B1 

BLASTX 

g4490316 

318 

2.0e-29 

97 

56 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
140601 

LIB25-039-Q1-E1-B7 

BLASTX 

g399091 

415 

l.Oe-40 

118 

74 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
{PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 
(H+-PPASE) >gi_282878_pir_A38230 inorganic pyrophosphatase 
(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 

140602 

LIB25-039-Q1-E1-C10 

BLASTN 

g2618683 

151 

2.0e-79 

362 c 



17087 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140603 

LIB25-039-Q1-E1-C6 

BLASTX 

g3169172 

327 

2.0e-30 

76 

82 

{AC004 401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

140604 

LIB25-039-Q1-E1-D4 

BLASTN 

g4490291 

232 

l.Oe-127 

392 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
{ESSA project) 

140605 

LIB25-039-Q1-E1-D5 

BLASTX 

g4581141 

307 

5.0e-28 

134 

56 

(AC006919) unknown protein [Arabidopsis thaliana] 
140606 

LIB25-039-Q1-E1-D9 

BLASTX 

g2961373 

274 

2.0e-24 

112 

54 

(AL022141) putative disease resistance protein [Arabidopsis 
thaliana] 

140607 

LIB25-039-Q1-E1-E11 

BLASTN 

g4220629 

236 

l.Oe-130 

342 

96 

Arabid<^sis thaliana genomic DNA, chromosome 5, TAG plone: 



17088 



K24F5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140608 

LIB25-039-Q1-E1-E2 

BLASTX 

g2829899 

741 

6.0e-79 

145 

100 

{AC002311) similar to ripening-induced protein^ 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140609 

LIB25-039-Q1-E1-G1 

BLASTN 

g4567259 

119 

3.0e-60 

420 

99 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140610 

LIB25-039-Q1-E1-G5 

BLASTN 

g3269280 

306 

l.Oe-172 

403 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, PI clone M4I22 



140611 

LIB25-040-Q1-E1-A5 

BLASTN 

g4733952 

183 

2.0e-98 

368 
100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F23H11 genomic 



140612 

LIB25-040-Q1-E1-B11 

BLASTN 

g2244901 

106 

5,0e-53 

142 

94 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



17089 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140613 

LIB25-040-Q1-E1-C6 

BLASTN 

g2494106 

355 

O.Oe+00 

355 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

140614 

LIB25-040-Q1-E1-D10 

BLASTX 

g3292816 

202 

6.0e-16 

62 

77 

(AL031018) putative fizzy-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140615 

LIB25-040-Q1-E1-G12 

BLASTN 

g2262097 

283 

l.Oe-158 

390 
100 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140616 

LIB25-040-Q1-E1-G9 

BLASTN 

g3868723 

112 

3.0e-56 

295 
96 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140617 

LIB25-041-Q1-E1-A10 

BLASTX 

g4115381 

633 

2.0e-66 

120 
99 

(AC005967) putative limonene cyclase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



140618 

LIB25-041-Q1-E1-B10 



17090 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4678930 

381 

3.0e-37 

77 

96 

(AL049711) 



serine-type carboxypeptidase like protein 



[Arabidopsis thaliana] 
140619 

LIB25-041-Q1-E1-B4 

BLASTX 

g4508074 

386 

2.0e-37 

136 

60 

(AC005882) 45341 [Arabidopsis thaliana] 
140620 

LIB25-041-Q1-E1-B5 

BLASTN 

gl871173 

219 

l.Oe-120 

219 

100 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

140621 

LIB25-041-Q1-E1-C8 

BLASTX 

g2947059 

560 

l.Oe-57 

114 

90 

(AC002521] 
thaliana] 



similar to myb transforming protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140622 

LIB25-041-Q1-E1-D11 

BLASTN 

g4589432 

386 

O.Oe+OO 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MMJ24, complete sequence 

140623 

LIB25-041-Q1-E1-E12 

BLASTX 

g2642433 

319 



PI clone: 



17091 



II 



E value- 
Match length 
% identity 
NCBf Description 



l.Ge-29 

84 

75 

{AC002391) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140624 

LIB25-041-Q1-E1-E7 

BLASTX 

g4539419 

466 

l.Oe-46 

113 

84 

(AL049171) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140625 

LIB25-041-Q1-E1-F3 

BLASTN 

g4159705 

174 

5.0e-93 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGD8, complete sequence 



140626 

LIB25-041-Q1-E1-F4 

BLASTN 

g2264307 

133 

l.Oe-68 

384 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MED24^ complete sequence [Arabidopsis thaliana] 



PI clone 



140627 

LIB25-041-Q1-E1-F5 

BLASTN 

g2760168 

41 

l.Oe-13 

198 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140628 

LIB25-041-Q1-E1-F6 

BLASTX 

g4490737 

307 

5.0e-28 
119 



17092 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AL035708) putative protein [Arabidopsis thaliana] 
140629 

LIB25-041-Q1-E1-G3 

BLASTX 

g3395756 

609 

2.0e-67 

128 

96 

(U76297) plantacyanin [Arabidopsis thaliana] >gi_3461812 
(AC004138) putative basic blue protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140630 

LIB25-041-Q1-E1-G7 

BLASTN 

g2264306 

168 

2.0e-89 

320 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

140631 

LIB25-041-Q1-E1-H2 

BLASTX 

gl27041 

252 

7.0e-22 

46 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

140632 

LIB25-042-Q1-E1-A12 

BLASTX 

g4314365 

425 

6.0e-42 

99 

80 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 

140633 

LIB25-042-Q1-E1-A5 

BLASTX 

g3779021 

598 

3.0e-62 



17093 



Match length 

% identity 

NCBI Description 



114 
100 

(AC005171) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140634 

LIB25-Q42-Q1-E1-A7 

BLASTX 

gll68609 

403 

2.0e-39 

89 

83 

AUXIN-RESISTANCE PROTEIN AXRl >gi_479664_pir S35071 

auxin-resistance protein AXRl - Arabidopsis thaliana 
>gi_304104 {L13922) ubiquitin-activating enzyme El 

[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXRl (gb__ATHAXR1122) . [Arabidopsis thaliana] 
>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 



Seq, No. 


140635 


Seq. ID 


LIB25-U42-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


gl732572 


BLAST score 


129 


E value 


3.0e-31 


Match length 


107 


% identity 


66 


NCBI Description 


(U72154) beta-glucosidase [Brassica nigra] 


Seq. No. 


140636 


Seq. ID 


LIB25-042-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


gl350548 


BLAST score 


266 


E value 


3.0e-23 


Match length 


99 


% identity 


49 


NCBI Description 


(L47609) heat shock-like protein [Picea glauca] 


Seq. No. 


140637 


Seq. ID 


LIB25-042-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g2827160 


BLAST score 


170 


E value 


5.0e-12 


Match length 


106 


% identity 


32 


NCBI Description 


(AF032667) rexo70 [Rattus norvegicus] 


Seq. No, 


140638 


Seq. ID 


LIB25-043-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g2832695 


BLAST score 


734 


E value 


4.0e-78 



17094 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 
100 

(AL021713) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140639 

LIB25-043-Q1-E1-C9 

BLASTX 

gl345973 

559 

l.Oe-57 

120 

85 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
oraega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95__dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



140640 

LIB25-043-Q1-E1-D7 

BLASTN 

g2924731 

352 

O.Oe+00 

432 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSI17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 
Seq. ID 



140641 

LIB25-043-Q1-E1-D9 

BLASTX 

g625977 

620 

9.0e-65 

120 

100 

p40 protein homolog - Arabidopsis thaliana >gi__402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

140642 

LIB25-043-Q1-E1-E11 

BLASTX 

g3915826 

597 

5.0e-62 

138 

81 

60S RIBOSOMAL PROTEIN L5 
140643 

LIB25-043-Q1-E1-H9 



17095 



I 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gll5783 
557 

2.0e-57 
105 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
{CAB-140) (LHCP) >gi_16376_einb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 140 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140644 

LIB25-044-Q1-E1-A3 

BLASTX 

g4567235 

552 

7.0e-57 

129 

82 

(AC007119) putative phosphatidylinositol/phophatidyl choline 
transfer protein [Arabidopsis thaliana] 



Seq. No. 


14U o4 D 


Seq. ID 


LIB25-044-Q1-E1-B1U 


Method 


BLASTX 


NCBI GI 


g2407802 


BLAST score 


217 


E value 


1 . Oe-17 


Match length 


52 


-6 Identity 




NCBI Description 


(Y12576) histone H2B [Arabidopsis thaliana] 


Seq. No, 


140646 


Seq. ID 


LIB25-044-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g3695023 


BLAST score 


632 


E value 


4.0e-66 


Match length 


140 


% identity 


89 


NCBI Description 


{AF055850) unknown [Arabidopsis thaliana] 


Seq. No. 


140647 


Seq. ID 


LIB25-044-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g4006851 


BLAST score 


250 


E value 


5.0e-22 


Match length 


57 


% identity 


81 


NCBI Description 


{Z99707) cytochrome P450-like protein [Arabidopsis 




thaliana] 


Seq. No. 


140648 


Seq. ID 


LIB25-044-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3299896 



17096 




BLAST score 


386 


TP TT -1 1 n /-\ 

i-j va.±U.c 




"KyT ^ ^ n /*v 1^ 

ixia.r.cn xengLu 


140 


% identity 




LNursx uescj-ipLion 


{AF020390) beta— galactosidase [Lycopersicon esculentum] 


beq. NO. 


1 A n^^A Q 

i4Uo4 y 




T T'R9^— n^4— ni — T?i —PI n 

IjXDZO U-^t fi Ssi± l-iX L/X VJ 


Method. 


Dij/iO i A 


NCBI GI 


g2760325 


BLAST score 


472 


E value 


o rid— 
z . ue 4 / 


Match length 


14 b 


% identity 


no 




^/iouuziou; riiNzi.iu ["raAJiciopsis unaiianaj 


beq. NO, 


14UOOU 




T TT39 R — n A ^ —PI — —HA 
lilD^O — U4 4 yi Hil L.4 




DlifiO i IN 




y OO lUOO -7 


BLAST score 


176 


E value 


2.0e-94 


Match length 


O O A 

zyu 


% identity 


y / 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 




K3K7, complete sequence [Arabidopsis thaliana] 


Seq. No* 


14Udo1 


oeq. IJJ 


T xnoc;- n/! A —PI — T 1 — P Q 

itijDZ0"U4 4— yi— HjI— t^y 




TIT 7\ OrpV 


NCBI GI 


gll46165 


BLAST score 


328 


E value 


o A « on 


Match length 


d2 


% Identity 


ton 
lUU 


jNUrSx jjescription 


(L47479) urophorphyrin III methylase [Arabidopsis thaliana] 


Seq, No* 


T A r\ ceo 


oeq. ±u 


lilozo— U4 4— yi— hi— Ul 


raei.no a 


■DT TVOfPY 


NCBI GI 


g2245048 


BLAST score 


600 


E value 


^ . ue— 


Match length 


lob 


% identity 


lo 


Nuox uescripcion 


{Z97342) resistance gene homolog [Arabidopsis thaliana] 


Seq. No. 


140653 


oeq. Lu 


T TQO C^ — n j1 » — .PI Tl TTl o 

IiIdZO — U4 4—^1 — JlI — r IZ 


f^/f n -I— Vi /"I 
Luc til Ou. 


■DT 7\QqT\T 


WP'OT PT 
iNv^IDX 0± 


goZlZo4 0 


BLAST score 


31 


E value 


2.0e-08 


Match length 


80 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 




17097 




O C . IN \ J . 


1 4 U U 




lilDZj U 4 vl -I-jI 


Method 


iJlufiO i A 






BLAST score 


292 


E value 


2.0e-26 


lyiaucn ±engi,n 


Dl 


% identity 




iNL-bi uescripuion 


(X78818) casein kinase I [Arabidopsis thaliana] 




-^gi zz4^t/i?i eniD uiiDiuzij.i ^ZiiJ/joDj ca.sein Kinass 1 




[Arabidopsis thaliana] 


oeq- JNO. 


14 u 000 




T.TR9 S-HdA-m — F1 —CZQ 


Method 


BLASTX 


NCBI GI 


g2580440 




^01 


E value 


4 . ue ly 


riaT,cn xengLfi 


0 y 


% identity 


/ 0 


NCBI Description 


tuo/^Di; rur z [uryza sativaj 


06(5. iNO, 


1 /I n c; 
14 U ODD 


Seq. ID 


LIB25-045-yl-El-A10 


Method 


BLASTN 


NCBI GI 


g431257 


BLAST score 




E value 


n n _!_ n n 

U . ue+UU 


Match length 


/too 

438 


^ Identity 


lUU 


NCBI Description 


Arabidopsis thaliana lipoxygenase {Lox2) mRNA, complete cds 


beg. wo. 


14UOO / 


osg. ±u 


liloZO U 4 O l^X rijl~H,4 


Method 


BLASTX 


NCBI GI 


g2677828 


oixftoi score 


4 u 1 


E value 


4 - ue-oy 


Matcii lengtn 




% identity 


/ 0 


NCBI Description 


{U93166) cysteine protease [Prunus armeniaca] 


beg. NO. 


14UbOo 


oeg. lu 


ijl JdZO U4 0*-yi — iljl—/iO 


Method 


QT 7\ Crpv 


INiC^iDl (jl 


— Q 1 A 00 QA 

goi4z^y4 


BLAST score 


737 


E value 


2.0e-78 


Ma t cn 1 ength 


14 / 


^ laentiLy 


y y 


NCBI Description 


(AC002411) Strong similarity to initiation factor eIF-2, 




gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 




gb__N37529 come from this gene. [Arabidopsis thaliana] 


Seq. No., 


140659 


Seq, ID 


LIB25-045-Q1-E1-C5 



17098 



II 



Method BLASTX 

NCBI GI g2746341 

BLAST score 406 

E value l.Oe-39 

Match length 84 

% identity 85 

NCBI Description (AF037590) ATA27 [Arabidopsis thaliana] 

Seq, No. 140660 

Seq. ID LIB25-045-Q1-E1-C8 

Method BLASTX 

NCBI GI g99752 

BLAST score 604 

E value 7.0e-63 

Match length 146 

% identity 82 

NCBI Description protochlorophyllide reductase (EC 1.3,1.33) precursor - 



Arabidopsis thaliana 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140661 

LIB25-045-Q1-E1-D10 

BLASTN 

g4581138 

395 

O.Oe+00 

399 

100 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140662 

LIB25-045-Q1-E1-D5 

BLASTX 

g461753 

251 

2.0e-21 

53 

94 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140663 

LIB25-045-Q1-E1-D6 

BLASTN 

g3193282 

190 

l.Oe-102 

414 

100 

Arabidopsis thaliana BAC T14P8 



Seq. No. 140664 

Seq. ID LIB25-045-Q1-E1-D7 

Method BLASTX 



17099 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2781354 
648 

5.0e-68 

122 

99 

(AC003113) 



F24O1.10 [Arabidopsis thaliana] 



140665 

LIB25-045-Q1-E1-G10 

BLASTN 

g2351065 

32 

3.0e-09 

56 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



140666 

LIB25-045-Q1-E1-G6 

BLASTN 

g3763944 

216 

l,0e-118 

442 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone 



BAG clone F28A23 



140667 

LIB25-045-Q1-E1-G9 

BLASTN 

g2828184 

264 

l.Oe-147 

300 

99 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
MSN9, complete sequence [Arabidopsis thaliana] 



PI clone 



140668 

LIB25-046-Q1-E1-D5 

BLASTX 

g3738287 

384 

2.0e-37 

84 

89 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140669 

LIB25-046-Q1-E1-E6 

BLASTN 

g3367567 

148 

2.0e-77 



17100 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



449 
100 

Arabidopsis thaliana DNA chromosome A, BAC clone F8D20 
(ESSAII project) 

140670 

LIB25-047-Q1-E1-C1 

BLASTN 

g4249393 

173 

2.0e-92 

416 

100 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140671 

LIB25-047-Ql-El-C6r^ 

BLASTX 

g3738327 

417 

6.0e-41 

113 

73 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

140672 

LIB25-047-Q1-E1-D9 

BLASTX 

g2129604 

521 

3.0e-53 

100 

100 

GTP-binding protein 1 - Arabidopsis thaliana 

>gi_2129607_pir S71584 GTP-binding protein ATBGl - 

Arabidopsis thaliana >gi_1184981 (U46924) ATGBl 
[Arabidopsis thaliana] 

140673 

LIB25-047-Q1--E1-E5 

BLASTN 

g4490734 

158 

l.Oe-83 

265 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140674 

LIB25-047-Q1-E1-F8 

BLASTN 

g3540210 

64 

3.0e-28 



17101 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



68 
99 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140675 

LIB25-047-Q1-E1-G9 

BLASTX 

g3075394 

593 

l.Oe-61 

117 

99 

{AC004484) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 
>gi__3559809_emb_CAA09311_ (AJ010713) fiddlehead 



protein [Arabidopsis thaliana] 
140676 

LIB25-048-Q1-E1-B10 

BLASTX 

gl480078 

473 

l.Oe-47 

95 

99 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277_gb_AAB71545 . 1_ (AF019927) 
GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 

140677 

LIB25-048-Q1-E1-C6 

BLASTX 

g3193296 

659 

3.0e-69 

131 

92 

(AF069298) similar to pectinesterase [Arabidopsis thaliana] 
140678 

LIB25-048-Q1-E1-F7 

BLASTN 

g3668172 

109 

6.0e-55 

109 

100 

Arabidopsis thaliana vspl gene for vegetative storage 
protein^ complete cds 

140679 

LIB25-048-Q1-E1-F9 

BLASTN 

g3641835 

54 

2.0e-22 
58 



17102 



% identitv 


98 


NCBI DescriDtion 


ArabidoDsi 55 thai i ana DNA phrnTino<^oTn^i 4 RAP r*"! on<= T4T,9n 




(ESSAII project) 


o c:; > IN • 


X r± U UO U 


Seq. ID 


LIB25-048-O1-E1-G3 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


411 


E vslue 


1 . Oe-40 


Match, lencrth 


78 


% identitv 


100 


NCBI Description 


fY07961^ GDP— associated inhibitor fArabidoosiq thalianal 




X r± VJ X 


Seq. ID 


LIB25-048-O1-E1-H7 


Method 


BLASTN 


NCBI GI 


a4753645 


BLAST score 


171 


E value 


3.0e-91 


Mritph If^nnt'h 


321 


% idpni'i'hv 


100 


NPRT De^csPTi "nl" "i on 


rlx ca.xjX(wHJ^oXo L-ilclxXcllicl L/LMrl OIlx UILlUoUUlc ^/ oi-iV^ UxOlie r± /iNXO 




fESSA nronert^ 


O tS ^ • LN U • 


X 'i VJ OO 


o • J-U 


T.TR?R-n4Q-ni -F1 -A9 

XiXO^O VJ*±_/ ^X CiX riZ, 


Method 


BLASTX 


NCBI GI 


03004557 


BLAST score 


678 


E value 


2.0e-71 


Ma t nh 1 e^n fil" h 


150 


^ identitv 


91 




vr\wuuo D / J ; pxdoiua lueniDxane pronon puirip H.iirase/ xrixifiX 




r A T* a b T r1 0'Pi <3"i^ i"V»alTana1 
L-n.x ctJh^x(^<h/poxo uxidx XdiicL J 


o c • IN u • 




Sea ID 


T.TR7S-n4Q-m -F1 -R1 0 


Method 


BLASTN 


NCBI GI 


g4580744 


BLAST score 


171 


E value 


l.Oe-91 


Matr'h 1 pnrfhh 


175 

X f J 


O JL 1 _L y 


99 




Sequence of BAC F15I1 from Arabidopsis thaliana chromoso] 




X/ VrfVjxii^xc ut5 o^v^U.^liv^C 


O t; • IN U . 


Xfi U Do ^ 


Seq. ID 


LIB?5-04^-ni -F1 -r4 


Method 


BLASTX 


NCBI GI 


g3355480 


BLAST score 


539 


E value 


2.0e-55 


Match length 


106 


% identity 


100 



NCBI Description (AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



17103 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140685 

LIB25-049-Q1-E1-F12 

BLASTN 

g3241926 

317 

l.Oe-178 

452 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

140686 

LIB25-049-Q1-E1-F4 

BLASTN 

g2351064 

330 

O.Oe+00 

409 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140687 

LIB25-049-Q1-E1-G10 

BLASTX 

g4587600 

346 

4.0e-35 

80 

91 

(AC006951) putative translation initiation factor EIF-IA 
[Arabidopsis thaliana] 

140688 

LIB25-04 9-Q1-E1-H2 

BLASTN 

g4006815 

416 

O.Oe+00 

423 

100 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140689 

LIB25-050-Q1-E1-A4 

BLASTX 

g4539389 

286 

8.0e-26 

58 
100 

(AL035526) putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



140690 

LIB25-050-Q1-E1-D11 



17104 



Method 


BLASTX 

J— ' J— LtiO -X its. 


NCBI GI 


gll99967 


BLAST score 


215 


V. va 1 n p 

1—1 V CL -i- \JL\^ 


2 . Oe-17 


L id L. ^11 -Ldi^L>il 






X u u 


NCBX Dp sptIdI" "i on 

1.11 S-/ J—" -I- I—* O -J- C ^ W 1 1 


fX95689^ histone H4 fAllium cenal 


O ^ • LN U • 


X T U D 17 X 


Spa TD 




Mp1"linri 


BLASTX 






BLAST srorp 


688 


E value 


l.Oe-72 


Match length 


132 




1 nn 

X u w 




nTJlTATHTDNF S-TT?flNSFFR ASF FRDl 1 fTT ASS PHT^ 




-^yx xo:7UxoD enLu v^/i^i/zfixo \i±x/^/ } y xui-nai_xone 




S — 1" T*;^ n Q ■pfiTa QP rAr*alTi doTiQ iq +'halia"nal 
o U-X diioxcxcLoc |_x^x dJh^xt^vj^o X o uiidx X diici J 


Ofci^ • LNU » 


X ft U 


Spa TD 


XIXO^'iJ \J \J ^X ^X L/^ 


Mpthofi 


BLASTX 


NCBI GI 


g445612 


BLAST score 


309 




1 nca-9fi 
X • KjKi 






% identity 


/ O 




X xjjuouuicix pxotexn ox^ [ooxanuiu uuxjexosumj 


oe<j. INO. 




Spa TD 


T TR9*^ — ORO— m — F1 — F1 

XtXO^-iJ W^U S^X HiX HiX 


M^if-'hod 


BLASTX 


NCBT GT 


a^98n4n4 


BLAST score 


477 


E value 


4.0e-48 








1 nn 

XUU 


iNL-jDx uescnpuion 


(AC004561) putative tropinone reductase [Arabidopsis 




L.ilClXXCll.iCl. J 


OCt^ • LNO . 


X U D jfi 


Spa TO 


XiXIDZ.vJ KJ'JKj ^X ILiX OXZ. 


Mpthnd 


BT.ASTX 


NCBI GI 




BLAST score 


612 


E value 


8.0e-64 




1 "^9 
XO^. 


^ xaentity 




NCBI Description 


(AB006777) vegetative storage protein [Arabidopsis 




thaliana] 


Seq. No. 


140695 


Seq. ID 


LIB25-051-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


gl762150 


BLAST score 


161 



17105 



E value 
Match length 
% ■ identity 
NCBi Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



l.Oe-11 

35 

83 

(U49919) lupeol synthase [Arabidopsis thaliana] 
140696 

LIB25-051-Q1-E1-C8 

BLASTN 

g3510337 

348 

O.Oe+00 

456 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K19E20, complete sequence [Arabidopsis thaliana] 



140697 

LIB25-051-Q1-E1-F9 

BLASTN 

g2833627 

175 

6.0e-94 

175 

100 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



clone: 



BAG F1707 complete 



140698 

LIB25-052-Q1-E1-A8 

BLASTX 

g2583123 

499 

l.Oe-50 

127 

74 

(AC002387] 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



140699 

LIB25-052-Q1-E1-B6 

BLASTN 

g3766106 

140 

3.0e-73 

164 

98 

Arabidopsis thaliana chromosome 1 BAG F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

140700 

LIB25-052-Q1-E1-C4 

BLASTX 

g3785991 

488 

4.0e-54 

124 
87 



17106 



NCBI Description (AC005560) putative MAP kinase [Arabidopsis thaliana] 



Seq.* No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140701 

LIB25-052-Q1-E1-F9 

BLASTX 

g2129640 

420 

2,0e-41 

84 

100 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154 627_emb_CAA92802__ (Z684 95) magnesium chelatase 
subunit [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140702 

LIB25-052-Q1-E1-G7 

BLASTN 

g2245031 

429 

O.Oe+00 

435 

100 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140703 

LIB25-052-Q1-E1-G8 

BLASTN 

g4415928 

373 

0,0e+00 

377 

100 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


140704 




Seq. ID 


LIB25-053-Q1-E1- 


-A6 


Method 


BLASTN 




NCBI GI 


gl6500 




BLAST score 


122 




E value 


l*0e-62 




Match length 


122 




% identity 


100 




NCBI Description 


A. thaliana rpl9 


gene 


Seq. No. 


140705 




Seq. ID 


LIB25-053-Q1-E1- 


-A8 


Method 


BLASTN 




NCBI GI 


g2245031 




BLAST score 


41 




E value 


3.0e-14 




Match length 


144 




% identity 


95 




NCBI Description 


Arabidopsis thaliana 



fragment No 



DNA chromosome 4, ESSA I contig 



17107 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140706 

LIB25-053-Q1-E1-B11 

BLASTN 

g4154284 

117 

l.Oe-59 

138 

95 

Arabidopsis thaliana germin-like protein 1 (GLPl) gene, 
complete cds 



S^q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140707 

LIB25-053-Q1-E1-C10 

BLASTX 

gll5783 

607 

3.0e-63 

115 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB- 140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140708 

LIB25-053-Q1-E1-C11 

BLASTN 

g2264319 

33 

7.0e-09 

49 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXA21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140709 

LIB25-053-Q1-E1-D8 

BLASTN 

g4558521 

286 

l.Oe-160 

286 

100 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140710 

LIB25-053-Q1-E1-E10 

BLASTX 

g4538963 

539 

3.0e-55 

132 

62 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



17108 



Seq. No* 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140711 

LIB25-053-Q1-E1-E2 

BLASTX 

g2642446 

607 

2.0e-63 

115 

100 

(AC002391) similar to auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

140712 

LIB25-053-Q1-E1-E9 

BLASTX 

g2160158 

496 

3.0e-50 

115 

83 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



140713 

LIB25-053-Q1-E1-G5 

BLASTN 

g4589438 

253 

l.Oe-140 

257 

100 

Arabidopsis thaliana genomic DNA, 
MQJ2, complete sequence 



chromosome 5, PI clone 



140714 

LIB25-053-Q1-E1-H7 

BLASTN 

g3860242 

207 

l.Oe-113 

211 

100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T13M11 genomic 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140715 

LIB25-054-Q1-E1-C9 

BLASTX 

g4006875 

397 

7.0e-39 

95 

86 

{Z99707) putative protein [Arabidopsis thaliana] 



Seq, No. 



140716 



17109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-054-Q1-E1-D1 

BLASTN 

g4584531 

128 

6.0e-66 

214 

95 

Arabidopsis thaliana DNA chromosoine 4, BAG clone 
(ESSA project) 



T9E8 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140717 

LIB25-054-Q1-E1-D8 

BLASTN 

g2618683 

86 

3.0e-41 

94 

98 

Arabidopsis thaliana chromosome II BAG T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140718 

LIB25-054-Q1-E1-G5 

BLASTX 

g2194125 

352 

l.Oe-33 

85 

82 

{AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140719 

LIB25-055-P1-E1-A12 

BLASTN 

g4733968 

423 

G.Oe+00 

427 

88 

Arabidopsis thaliana chromosome II BAC F12P23 genomic 
sequence, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140720 

LIB25-055-P1-E1-B12 

BLASTX 

gl33448 

327 

l.Oe-30 

74 

84 

DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 

>gi_81503_pir ^A29959 DNA-directed RNA polymerase (EC 

2.7.7.6) beta^' chain - spinach chloroplast >gi_295122 
(M552 97) RNA polymerase [Spinacia oleracea] 



Seq. No. 



140721 



17110 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-05S-P1-E1-E7 

BLASTX 

g2501296 

173 

2.0e-12 

44 

73 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAAi7720_ {D90908) DNA 
gyrase B subunit [Synechocystis sp.] 

140722 

LIB25-055-P1-E1-F8 

BLASTN 

g3449331 

233 

l.Oe-128 

233 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

140723 

LIB25-055-P1-E1-H4 

BLASTN 

g4755185 

268 

l.Oe-149 

524 

100 

Arabidopsis thaliana chromosome II BAG F5G3 genomic 
sequence, complete sequence 

140724 

LIB25-056-Q1-E1-B11 

BLASTX 

gll75013 

458 

7.0e-46 

103 

87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

140725 

LIB25-056-Q1-E1-C8 

BLASTN 

g4678258 

135 

5.0e-70 

207 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 



Seq. No. 



140726 



17111 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25^056-Q1-E1-E11 

BLASTX 

gl66708 

200 

4.0e-16 

49 

86 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

140727 

LIB25-056-Q1-E1-H5 

BLASTN 

g2477521 

248 

l.Oe-137 

271 
100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140728 

LIB25-057-Q1 
BLASTX 
g2119848 
446 

2.0e-44 

87 

97 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-E1-D4 



a/b-binding protein typ 
thaliana >gi_16366_emb 
II type I chlorophyll a 

thaliana] >gi_3128229 
II type I chlorophyll a 

thaliana] >gi_3337372 
II type I chlorophyll a 

thaliana] 



e I precursor LhblBl 
CAA45789_ (X64459) 
/b binding protein 
{AC004077) putative 
/b binding protein 
{AC004481) putative 
/b binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140729 

LIB25-057-Q1-E1-D6 

BLASTX 

g430947 

587 

5.0e-61 

108 

100 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

140730 

LIB25-057-Q1-E1-E3 

BLASTX 

gl617013 

288 

6.0e-26 

57 

100 



17112 



NCBI Descript:^n (Y07745) histone H2B like protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140731 

LIB25-057-Q1-E1-F7 

BLASTN 

g3540210 

70 

2.0e-31 

98 

93 

Arabidopsis thaiiana chromosome I BAG F5A8 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 


140732 


Seq. ID 


LIB25-058-P1-E1-A7 


Method 


Tax 7\ CPV 




go / / dUUo 


BLAST score 


o70 


E value 


z . ue-oo 


Match length 


O T 

0 / 


% identity 


85 


NGBI Description 


(AJU1u4do) RNA nelicase [Arabi 


Seq. No. 


140733 


Seq, ID 


LIB25-058-P1-E1-F11 


Method 


BLASTX 


NCBI GI 


g22 4 4oo 9 


BLAST score 


205 


E value 


J • ue-ib 


Matcn length 


6o 


-6 identity 


70 


jNotJi uescripnon 


[Ay t oo / ) nypounericai protein 


Q o rr "NT/^ 
O ^5 q • JN U . 


1^ u / 


Seq. ID 


LIB25-058-P1-E1-F2 


Method 


BLASTN 


JNUol Cjl 


goozl / oU 


dLAoI score 


ob 


E value 


1 . Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


140735 


Seq. ID 


LIB25-058-P1-E1-H10 


Method 


BLASTN 


NCBI GI 


g3228389 


BLAST score 


114 


E value 


2.0e-57 


Match length 


301 


% identity 


97 


NCBI Description 


Genomic sequence for Arabidops 




complete sequence [Arabidopsis 


Seq. No. 


140736 


Seq. ID 


LIB25-058-P1-E1-H8 


Method 


BLASTN 



17113 





§3449325 


BLAST score 


374 


E value 


O.Oe+00 




401 


3; -i Hpn1~ "i 1" V 


89 


NTCR T Dp <^ p t *i ni* i on 


Arahi Hnnc! 1 ^ i~h;^lT^'n^? rrprimni p DNA phiTmnn^nTTip S TAP 




K16H17, coiuplete secjuence [Arabidopsis thaliana] 


9prr Mn 


J. 1 U / J / 


Sea. ID 


LIB25-059-O1-E1-B1 




RT.A'^TN 


NCBI GI 


g972918 


BLAST score 


156 




1 Oe-82 


X XCl. XX ^^XX^ L.XX 


184 






NCBI Description 


ArabidoDsis thaliana TAA8 flAASl crene comDlete cds 




X M VJ / O O 


Seq. ID 




Method. 


BLASTX 


NCBI GI 


gl703091 


BLAST score 


609 


E value 


l.Oe-63 


Match length 


120 


% identity 


100 


NCBI Description 


ACYL CARRIER PROTEIN, MITOCHONDRIAL PRECURSOR (ACP) 



(NADH-UBIQUINONE OXIDOREDQCTASE 9.6 KD SUBUNIT) (MTACP-l) 
>gi_903689 (L23574) acyl carrier protein precursor 
[Arabidopsis thaliana] >gi_3341682 (AC003672) acyl carrier 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



140739 

LIB25-059-Q1-E1-C11 

BLASTN 

g2584827 

350 

O.Oe+00 

370 

99 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

140740 

LIB25-059-Q1-E1-D11 

BLASTX 

g3096935 

199 

2.0e-15 

69 

59 

{AL023094) putative protein [Arabidopsis thaliana] 
140741 

LIB25-059-Q1-E1-D9 

BLASTX 

gl353052 



17114 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

4.0e-12 

65 

42 

HYPOTHETICAL 35.6 KD PROTEIN IN SPC1-ILV3 INTERGENIC REGION 

>gi_1077867_pir S55201 hypothetical protein YJROlBw - 

yeast {Saccharomyces cerevisiae) >gi_854586_emb_CAA60935_ 

(X87611) ORF YJR83.11 [Saccharomyces cerevisiae] 
>gi_1015644_emb_CAA89537_ {Z49513) ORF YJR013w 

[Saccharomyces cerevisiae] 

140742 

LIB25-059-Q1-E1-G10 

BLASTN 

g3785992 

124 

3.0e-63 

398 

99 

Arabidopsis thaliana chromosome II BAG T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140743 

LIB25-059-Q1-E1-G12 

BLASTN 

g4510338 

216 

l.Oe-118 

340 

100 

Arabidopsis thaliana chromosome II BAG F2H17 genomic 
sequence, complete sequence 

140744 

LIB25-059-Q1-E1-H2 

BLASTN 

g3985955 

65 

l.Oe-28 

128 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



140745 

LIB25-060-Q1-E1-C1 

BLASTN 

g2182289 

302 

l.Oe-169 

318 

99 

Arabidopsis thaliana chromosome I BAG F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140746 

LIB25-060-Q1-E1-D1 



17115 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3668073 

100 

3.0e-49 

180 

97 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140747 

LIB25-060-Q1-E1-D11 

BLASTN 

g4468103 

349 

O.Oe+00 

389 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

140748 

LIB25-060-Q1-E1-D9 

BLASTX 

g3348077 

141 

l.Oe-08 

83 
39 

(AF078080) isochorismate synthase [Arabidopsis thaliana] 
140749 

LIB25-060-Q1-E1-F8 

BLASTN 

g4038029 

250 

l.Oe-138 

250 

100 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140750 

LIB25-061-Q1-E1-C8 

BLASTN 

g3241927 

298 

l.Oe-167 

358 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTE17, complete sequence [Arabidopsis thaliana] 

140751 

LIB25-061-Q1-E1-D12 

BLASTN 

g3249094 

143 



17116 




E value 


4.0e-75 


Match length 


143 


% identity 


100 


NCBI DescriDtion 


ATshi HoTi^ 1 t h ^3 T "i sn;^ plrrmino'^OTTiP 1 RAP Tl qfio'n*a'np*i 




pnTmr>1 p1~p ^jprrnPTiPP T At^^Iti HnnQ i*? ■|"H;^"!i;^n^il 


Sea No 


140752 


Seq. ID 


LIB25-061-O1-E1-E2 


Method 


BLASTX ^. , : 


NCBI GI ' 


g4704732 / ' ^ 


BLAST score 


592 


Fi VR 1 IIP 


2 . Oe-61 


Matphi 1 PTirrth 


133 


o _i- ^^wix J- y 


87 




V"X: -L^ X u y j^cx (^^xx cttai^-'^xxx ±1.2^^ Lr\X dXJXUw^o X o UlidXXdxiCLj 


o v;; • IN w • 


X 1 W / ^ J 


Seq. ID 


LIB25-061-O1-E1-E4 


Method 


BLASTN 


NCBI GI 


g4163996 


BLAST score 


202 


E value 


l,0e-110 


Match lencrth 


229 


S: -i Hfarrf" "i 1" v 

O -1_ VuLd 1 -l_ y 






rix aJJXU.upoX£> UlidxXdXlci axilla, XyXUSXaaSe preCUrSOr ^ Ali-iX ; 




XLtXXLNn^ ^dX L-XdX OvJ.O 


o • lhL/ * 




Seq. ID 


LIRP "5-0 61 -01 -F.I -FS 


Method 


BLASTX 


NCBI GI 


g4584346 


BLAST score 


265 








O f 






NPRT r)p<^pr "i n'h 1 nn 


^rW^KJU i 1 } UXXJS-XXUVvXX ^XUL.fciXXX ["-t- dJJXCiUpoXo tridXXdridJ 


o c; ^ * LN • 


1 407 

Xfi U 1 00 


Seq. ID 


LTB2S-061 -01 -F.I -F4 

J— 1 J. J— ' ^ w/ W X ^ J. Ill J. J. *3 


Method 


BLASTX 


NCBI GI 


g2244977 


BLAST score 


617 


K v^^ 1 IIP 


2 . Oe-64 


Matph 1 PTirrth 


X ^ ^ 


S: 1 r\f^T\'f' 1 "f" X7 


-7 X 


NCRT Dp <=;pT"i ni~ "i nn 


V£j-7/o*±u; oyo t-CXixe ^xu UcXxXdiDfes (_rix axJXLlopibXo tiXd±Xdrxclj 


*^prr "Mo 


1 407 

Xri U / -J D 


Sea ID 


T,TR9'S-061 -01 -FI -FR 

J.JXO^O VJ V X ^X X-1 X X, 0 


Method 


BLASTN 


NCBI GI 


g3309085 


BLAST score 


53 


E value 


2.0e-21 


Match length 


138 


% identity 


98 



NCBI Description Arabidopsis thaliana calcineurin B-like protein 3 (CBL3) 
mRNA, complete cds 



17117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

^ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140757 

LIB25-061-Q1-E1-G2 

BLASTX 

g3929649 

601 

l.Oe-62 

122 

100 

(AJ131205) mitochondrial 
[Arabidopsis thaliana] 



NAD-dependent malate dehydrogenase 



140758 

LIB25-061-Q1-E1-G9 

BLASTN 

g2656031 

189 

l.Oe-102 

189 

100 

Arabidopsis thaliana genomic DNA, 
MXC20 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140759 

LIB25-061-Q1-E1-H8 

BLASTX 

g4115387 

497 

2.0e-50 

98 

99 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140760 

LIB25-062-Q1-E1-B2 

BLASTN 

g3738275 

160 

l.Oe-84 

376 
98 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140761 

LIB25-062-Q1-E1-C1 

BLASTX 

gl36636 

315 

5.0e-29 

60 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN- PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubi quit in-conjugating enzyme UBCl - 



17118 



-Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3 . 2 . 19) >gi__2981894_pdb_2AAK_ 
Dbiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

140762 
: LIB25-062-Q1-E1-C10 
BLASTN 
g2760168 
40 

3.0e-13 

68 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140763 

LIB25-062-Q1-E1-C2 

BLASTN 

g4185128 

174 

4.0e-93 

369 

100 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140764 

LIB25-062-Q1-E1-C3 

BLASTX 

g3021506 

270 

9.0e-24 

98 

57 

(X96727) isocitrate dehydrogenase {NAD+) [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 



140765 

LIB25-062-Q1-E1-C4 

BLASTX 

g4586248 

617 

2.0e-64 

127 

96 

(AL049640) growth factor like protein [Arabidopsis 
thaliana] 

140766 

LIB25-062-Q1-E1-D4 

BLASTX 

g4455323 

640 

4.0e-67 



17119 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scofe 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
100 

{AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

140767 

LIB25-062-Q1-E1-D8 

BLASTN 

gll49572 

364 

O.Oe+00 

364 

100 

A. thaliana rpl21 mRNA for chloroplast ribosomal large 
subunit protein L21 

140768 

LIB25-062-Q1-E1-E3 

BLASTN 

g4263694 

227 

l.Oe-124 

383 

100 

Arabidopsis thaliana chromosome II BAG F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140769 

LIB25-062-Q1-E1-F8 

BLASTN 

g2245031 

299 

l.Oe-167 

394 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140770 

LIB25-062-Q1-E1-H1 

BLASTN 

g4733952 

156 

2.0e-82 

156 

100 

Arabidopsis thaliana chromosome 
sequence, complete sequence 

140771 

LIB25-062-Q1-E1-H2 

BLASTX 

g2191137 

643 

2.0e-67 

123 

100 



I BAG F23H11 genomic 



17120 



NCBI Description (AF007269) similar to the GDSL family of lipolytic enzymes 





[Arabidopsis thaliana] 


Seq. No. 


140772 


beq. lU 


LltiZD—vvZ—Ql—ihl—rio 


Method 


BLASTX 


NCBI GI 


gl212812 


BLAST score 


98 


E value 


y . ue-iu 


Match length 


' 33 


% identity 


Q Q 


NCBI Description 


(X95875) seed imbibition protein [Cicer arietinum] 


Seq. No. 


140/73 


beq, iU 




Metnoa 


BLASTX 


NCBI GI 


g4539333 


BLAST score 


319 


E value 


2 . Oe-29 


Match length 


119 


% identity 


58 


NCBI Description 


{AL035539) putative amino acid transport protein 




[Arabidopsis thaliana] 


Seq. No. 


140774 


Seq. ID 


LIB25-063-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g3668173 


BLAST score 


629 


E value 


1 . Oe-66 


Match length 


132 


% identity 


93 


NCBI Description 


{AB006777) vegetative storage protein [Arabidopsis 




thaliana] 


Seq. No. 


140775 


Seq. ID 


LIB25-063-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


g4678705 


BLAST score 


254 


E value 


l,0e-141 


Match length 


350 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone 




(ESSA project) 


Seq. No, 


140776 


Seq. ID 


LXB^ D-U 0 4 -Ql -El -Bo 


Method 


BLASTN 


NCBI GI 


g2351062 


BLAST score 


226 


E value 


l.Oe-124 


Match length 


363 


% identity 


100 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 
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1 AC\111 
X ^ U / / / 






l ie 


RT.ASTX 


NCBI GI 


g4586109 


BLAST score 


207 








y D 


t ^ ^ ▼'N ^ T ^ T T 


/ O 




\i\Li\j^.^ooo } pui.ai.ive proi.ein [.i^raDiciopsis unaxianaj 


oBq. lNO» 


1 4 u / so 




T.TR9 ^-n^^4 -Dl -F1 -F'^i 

J-iXOii.'J UOtI VX I-jX HiO 






NCBI GI 


a2564049 


BLAST score 


132 


E value 


5.0e-68 


Match length 


261 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140779 

LIB25-064-Q1-E1-F5 

BLASTX 

g2282473 

332 

4.0e-31 

119 

50 

(ABO 05 911) xanthine dehydrogenase [Bombyx mori] 
140780 

LIB25-065-Q1-E1-A4 

BLASTN 

g3241925 

116 

2.0e-58 

370 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K9, complete sequence [Arabidopsis thaliana] 

140781 

LIB25-065-Q1-E1-B11 

BLASTN 

g4757407 

65 

l.Oe-28 

81 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQD19, complete sequence 



Seq. No. 140782 

Seq. ID LIB25-065-Q1-E1-C6 

Method BLASTX 

NCBI GI g4406820 



17122 



BLAST score 


468 


E value 


6.0e-47 


Match, length. 




% identity 


lUU 


NCBI Description 


(AC006201) putative ras superf amily member [Arabidopsis 




thaliana] 


Seq* No. 


14U /oo 


beq. lU 


n xuo f^ — n — oi _in nc; 


Fje rnoa 


dLlRo i JN 




g4o^y J / o 


BLAST score 


284 


E value 


l.Oe-158 


Match length 


41^ 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 




tiLbbA project J 


beq. wo. 


14U /o4 


oeq. iJj 








NCBI GI 


g4544390 


BLAST score 


600 


E value 


z . ue-oz 


Matcn lengtn 


lo / 


% identity 


88 


JNOrsi uescriprion 


(ACUU/U4/) nypotnetical protein [Arabidopsis tnalianaj 


Seq. No. 


140785 


beq. iJj 


JjlDZD-UDO-yl-bl-Cjll 


Method 


iJLlilb ilNI 


JNL^rSl \jl 


golZo 14o 


BLAST score 


168 


E value 


l.Oe-89 


till ^ ^ ^\m, 1 Im. 

Match length 


O O 

226 


^ identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MTI20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140700 


beq. IJJ 


liltiZO — UDO— yi— tl— (jO 


Lxietnoa. 


rS Ixfto iJN 


INODJ. kjl 




BLAST score 


190 


E value 


l.Oe-102 


Matcn lengtn 




% identity 


100 


NCBI Description 


Arabidopsis thaliana chloroplast processing enzyme (CPE) 




gene, complete cds 


Seq. No. 


140787 


beq. xu 


ijl Dii 0 — U o 0 ~y 1 -*rj 1 -*n 0 


Method 


BLASTN 


NCBI GI 


g2564044 


BLAST score 


119 


E value 


3.0e-60 


Match length 


246 



17123 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19P17, complete sequence [Arabidopsis thaliana] 

140788 

LIB25-066-Q1-E1-B12 

BLASTX 

g2618691 

292 ; 

l.Oe-26 

87 

69 

{AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

140789 

LIB25-066-Q1-E1-C8 

BLASTX 

g3024434 

455 

2.0e-45 

111 

84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337__dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

140790 

LIB25-066-Q1-E1-C9 

BLASTN 

g2494106 

121 

6.0e-62 

121 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

140791 

LIB25-066-Q1-E1-D3 

BLASTN 

g3449325 

103 

4.0e-51 

163 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K16H17, complete sequence [Arabidopsis thaliana] 

140792 

LIB25-066-Q1-E1-D6 

BLASTX 

gll72977 

625 

2.0e-65 

132 

95 



17124 




NCBI Description 60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosoinal protein L18 [Arabidopsis thaliana] 



Qpcf No 


140793 


Seq. ID 


LIB25-066-Q1-E1-D8 


Method 


BLASTX 


In <^ D X OX 


yftxo^ii^uo 




^ *i V? 


E value 




Mstphi 1 pncrthi 


109 




7 Q 


iN^DX O wX Xjp L. XvJil 


\>rij: xu xu JO / ii\jrio£->Gt-xr xc xipiu. uxarisxsj. proLSxri px©GU.xsoj_ 




ox CtOO J-Od 1 id LJ Li O J 


kJ C <A • LN W • 


140794 


Seq. ID 


LIB25-066-Q1-E1-E11 


Method 


BLASTX 


iNv-fDX ox 








Hi vaxue 


z . ue~4-5 


Luatcn xenyLfi 


XZO 


% identity 




jNCol uescrxpLion 


(AyyiUbj zo Kua poiypeptiae or oxygen-evolving coitixex (UbC 




[iiraDiQopsis tnaiianaj 


o c t.^ • IN Iw* » 


X 4 U / yD 


Seq. ID 


LIB25-066-Q1-E1-E3 


Method 


BLASTN 


Nk^nx bx 


gz4 y 4 lUb 


i3iji-io 1 score 


Z 1^ 


E value 


1 . ue— llo 




z xo 


-s laentiizy 


lUU 


NCBI Description 


Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence. 




c-oiiipxe oGquciioe Lraxaijiciopsis i_.nananaj 


Seq. No. 


140796 


Seq, ID 


LIB25-066-Q1-E1-E5 




"DT 7\ CPV 
DliAolA 




g40D / ZOO 


DiiAbi score 


4 yb 


E value 


J • ue ou 


Match length 


9d 


% identity 


luu 


NCBI Description 


[ALUUbo4i) putative Jcmesm protein [AraJoiaopsis tnalianaj 


Qc^rr "NTo 
ocq * INO . 


14U / y / 


Seq. ID 


LTB25-066-O1 -El -F4 

xtxi^^>^ \j \j \j ^x III X i. ri 


Method 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


88 


E value 


3.0e-42 


Match length 


132 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F22D22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



17125 



Seq. No. 


14U / yy 


Seq. ID 


LIB25-066 


Method 




NCBI GI 


g3135252 


BLAST score 


479 


E value 


n yi q 
o . ue-4o 


Match length 




^ iu.ciix-ity 




NCBI Description 


(AC003058 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



hypothetical protein [Arabidopsis thaliana] 
>gi_3176720 {AC002392) hypothetical protein [Arabidopsis 
thaliana] 

140799 

LIB25-066-Q1-E1-F9 

BLASTX 

g2506788 

168 

8.0e-12 

81 

37 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >gi_1332508_einb_CAA66638_ 
(X98001) geranylgeranyl transferase II [Homo sapiens] 

140800 

LIB25-066-Q1-E1-H2 

BLASTX 

g4008010 

174 

7,0e-13 

78 

51 

(AF084036) receptor-like protein kinase [Arabidopsis 
thaliana] 

140801 

LIB25-066-Q1-E1-H6 

BLASTX 

g2129918 

146 

2.0e-09 

95 
42 

BPF-1 protein - parsley >gi__396197_emb_CAA4 8413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_441310_emb_CAA44518__ 
(X62653) BPF-1 [Petroselinum crispum] 

140802 

LIB25-067-Q1-E1-A1 

BLASTN 

g4691223 

186 

l.Oe-100 

341 

99 



17126 



NCBI Description Arabidopsis thaliana DNA chromosome 3, BAG clone 
{ESSA project) 



F4F15 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140803 

LIB25-067-Q1-E1-A3 

BLASTN 

g4165340 

380 

O.Oe+00 

380 

100 

Arabidopsis thaliana chromosome I BAG F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140804 

LIB25-067-Q1-E1-A4 

BLASTX 

g2494130 

530 

3.0e-54 

102 

99 

(AC002376) Contains similarity to Glycine SRC2 
(gb_AB000130) . [Arabidopsis thaliana] 

140805 

LIB25-067-Q1-E1-C2 

BLASTX 

g4262147 

316 

3.0e-29 

124 

52 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 


140806 


Seq. ID 


LIB25-067-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g2578818 


BLAST score 


169 


E value 


6.0e-12 


Match length 


116 


% identity 


36 


NCBI Description 


(AB000121) TBPIP [Mus musculus] 


Seq. No. 


140807 


Seq. ID 


LIB25-067-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


183 


E value 


l.Oe-13 


Match length 


132 


% identity 


59 


NCBI Description 


(AL022198) putative protein kinase 


Seq. No. 


140808 



17127 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-067-Q1-E1-E3 

BLASTX 

g3005601 

124 

l.Oe-06 

127 

14 

{AF052433) katanin p80 subunit [Strongylocentrotus 
purpuratus] 

140809 

LIB25-067-Q1-E1-E7 

BLASTX 

g2632061 

565 

2.0e-58 

106 

100 

{AJ002597) membrane-associated salt-inducible protein like 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140810 

LIB25-067-Q1-E1-F5 

BLASTN 

g4587641 

401 

O.Oe+00 

401 

100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAG F20D21 genomic 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140811 

LIB25-067-Q1-E1-G7 

BLASTX 

g4539330 

695 

l.Oe-73 

133 

100 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

140812 

LIB25-067-Q1-E1-H2 

BLASTN 

g4580454 

389 

O.Oe+00 

389 

100 

Arabidopsis thaliana chromosome II BAG T2G17 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



140813 

LIB25-067-Q1-E1-H3 
BLASTN 



17128 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3319339 
386 

O.Oe+00 

386 

100 

Arabidopsis thaliana BAG F9D12 
140814 

LIB25-067-Q1-E1-H5 

BLASTX 

g3287270 

471 

2.0e-47 

128 

74 

{Y09533) involved in starch metabalisiti [Solanum tuberosum] 
140815 

LIB25-067-Q1-E1-H7 

BLASTX 

g2129742 

228 

4.0e-19 

48 

83 

stress-induced protein OZIl precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 {AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 


140816 


Seq. ID 


LIB25-068-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g2760084 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


70 


% identity 


42 


NCBI Description 


(Y16045) leucine-rich repeat 


Seq. No. 


140817 


Seq. ID 


LIB25-068-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


g3241920 


BLAST score 


289 


E value 


l.Oe-161 


Match length 


394 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



MAEl, complete sequence 
140818 

LIB25-068-Q1-E1-C8 

BLASTN 

g468770 



DNA^ chromosome 5, 
[Arabidopsis thaliana] 



PI clone: 



17129 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

9,0e-77 

165 

66 

A.thaliana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140819 

LIB25-068-Q1-E1-D11 

BLASTN 

g4757392 

32 

l.Oe-08 

92 

84 

Arabidopsis t ha liana genomic DNA, 
K14A17, complete sequence 



chromosome 3, TAG clone: 



140820 

LIB25-068-Q1-E1-D3 

BLASTN 

g3789706 

179 

5.0e-96 

404 

100 

Arabidopsis thaliana chromosome 1 BAG F15K9 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 


140821 


Seq. ID 


LIB25-068-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g4454018 


BLAST score 


685 


E value 


2.0e-72 


Match length 


134 


% identity 


100 


NCBI Description 


(AL035396) SRGl-like 


Seq. No, 


140822 


Seq. ID 


LIB25-068-Q1-E1-E5 


Method 


BLASTN 


NCBI GI 


g2827698 


BLAST score 


244 


E value 


l.Oe-135 


Match length 


413 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq, No. 


140823 


Seq. ID 


LIB25-068-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


gll69278 


BLAST score 


190 


E value 


6.0e-15 


Match length 


51 



SRGl-like protein [Arabidopsis thaliana] 



DNA chromosome 5, BAG clone F6H11 



17130 



% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



140824 

LIB25-068-Q1-E1-F6 

BLASTN 

g4589444 

81 

l.Oe-37 

96 
97 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone: 
MWF20, complete sequence 



Seq. No. 


140825 


Seq. ID 


LIB25-068-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g437313 


BLAST score 


167 


E value 


3.0e-89 


Match length 


167 


% identity 


54 


NCBI Description 


Arabidopsis thaliana DNA 


Seq. No. 


140826 


Seq. ID 


LIB25-069-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g2493144 


BLAST score 


331 


E value 


3.0e-31 


Match length 


82 


% identity 


52 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 



sequence with repeats 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase {EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-puinping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

140827 

LIB25-069-Q1-E1-B12 

BLASTN 

g4572664 

301 

l.Oe-169 

411 

99 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

140828 

LIB25-069-Q1-E1-B5 

BLASTN 

g3869074 

61 

4.0e-26 



17131 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 

140829 

LIB25-069-Q1-E1-C10 

BLASTX 

g4512651 

285 

2. Oe-25 

123 

44 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 

140830 

LIB25-069-Q1-E1-C12 

BLASTX 

g4544427 

438 

2.0e-43 

109 

74 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 



Seq. No. 


140831 


Seq. ID 


LIB25-069-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


g4490341 


BLAST score 


416 


E value 


3.0e-41 


Match length 


83 


% identity 


92 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


140832 


Seq. ID 


LIB25-069-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g2264311 


BLAST score 


247 


E value 


l.Oe-136 


Match length 


303 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MLNl, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140833 


Seq. ID 


LIB25-069-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g4206122 


BLAST score 


414 


E value 


l.Oe-40 


Match length 


141 


% identity 


59 



clone: 



NCBI Description {AF097667) protein phosphatase 2C homolog [Mesembryanthemum 



17132 



crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140834 

LIB25-069-Q1-E1-F4 

BLASTX 

gl076663 

579 

5.0e-60 

129 

87 

H+-transporting ATPase (EC 3.6.1.35) (clone PHA2) - potato 
>gi_435001_erab_CAA54045_ (X76535) H { + ) -transporting ATPase 
[Solanum tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140835 

LIB25-069-Q1-E1-F6 

BLASTN 

g2618603 

33 

2.0e-09 

97 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSL3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140836 

LIB25-069-Q1-E1-G11 

BLASTN 

g881520 

108 

6.0e-54 

219 

88 

Arabidopsis thaliana hexokinase 1 
cds 



(AtHXKl) mRNA, complete 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140837 

LIB25-069-Q1-E1-G2 

BLASTX 

g4580473 

472 

2,0e-47 

104 

92 

{AC006081) putative pathogenesis-related protein; similar 
to PR-1 [Arabidopsis thaliana] 

140838 

LIB25-069-Q1-E1-H3 

BLASTN 

g4510360 

172 

5,0e-92 

284 

90 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



17133 



# 



Seq* No. 


14Uooy 


Seq, ID 


TTtiOc; ns^Q A1 T?1 uc 
LLDZO — UOy-^L-rjl-riu 


Method 


BLASTX 


NCBI GI 


g4539343 


BLAST score 




E value 


y . ue-zy 


Match length 


106 


^ Identity 


DO 


NCBI Description 


{AL035539) putative protein [Arabidopsis thaliana] 


beq. No, 


14Uo4 U 


Seq. ID 


tttdoc n t n r^i t71 tx "3 
LlBzo-U /U-yi-hl-Ao 


Method 


TS T TV O fTTKT 

BLASTN 


NCBI GI 


g4539309 


BLAST score 


85 


E value 


z . ue-4U 


Match length 


121 


% identity 


93 


NCBI Description 


Arabidopsis tnaliana DNA cnromosoine 4, BAC clone tD^tizz 




(ESSA project) 


Seq. No. 


140841 


Seq. ID 


LIB25-07U-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


g4589419 


BLAST score 


360 


E value 


A A — 1 A A 

0 . Oe+00 


Match length 


360 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clo] 




K2I5, complete sequence 


Seq. No. 


14Uo42 


Seq. ID 


TXTiOC ATA /^T TPT "OA 

LIB20-U /U-Q1-E1-B4 


Metnod 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


378 


E value 


Z . Oe-oD 


Match length 


85 


% identity 


84 


NCBI Description 


(AC002332) putative pre-mRNA splicing factor PRP19 




[Arabidopsis thaliana] 


Seq. No. 


140843 


Seq. ID 


LIB25-070-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


g457715 


BLAST score 


301 


E value 


1 . Oe-169 


Match length 


377 


% identity 


100 


NCBI Description 


A. thaliana CXc750 gene 


Seq. No. 


140844 


Seq. ID 


LIB25-070-Q1-E1-D3 


Method 


BLASTX 



17134 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl36636 
375 

4.0e-36 

68 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquit in-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb__lAAK__ Ubiquitin 
Conjugating Enzyme (E.G. 6. 3. 2. 19) >gi__29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 {M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

140845 

LIB25-070-Q1-E1-F7 

BLASTN 

g4680765 

327 

O.Oe+00 

361 

100 

Arabidopsis thaliana BAG F14I23 from chromosome V near 69 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140846 

LIB25-071-Q1-E1-A10 

BLASTN 

g4467131 

168 

l.Oe-89 

235 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone F20M13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



140847 

LIB25-071-Q1-E1-B12 

BLASTX 

g544424 

204 

5.0e-16 

39 

97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi__4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

140848 

LIB25-071-Q1-E1-B3 

BLASTX 

g2341034 



17135 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



413 

l.Oe-40 

87 
97 

{AC000104) F19P19.13 [Arabidopsis thaliana] 
140849 

LIB25-071-Q1-E1-C6 

BLASTX 

g2275202 

353 

l.Oe-33 

67 

100 

{AC002337] 
thaliana] 



acyl-CoA synthetase isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140850 

LIB25-071-Q1-E1-D1 

BLASTN 

g3821780 

36 

9,0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
140851 

LIB25-071-Q1-E1-D12 

BLASTN 

g4531433 

72 

2.0e-32 

165 

93 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

140852 

LIB25-071-Q1-E1-E12 

BLASTN 

g3449315 

220 

l.Oe-120 

368 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K23L20, complete sequence [Arabidopsis thaliana] 

140853 

LIB25-071-Q1-E1-E7 

BLASTN 

g4490291 

325 

O.Oe+00 

359 

99 



clone 



17136 




NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone F17M5 
(ESSA project) 



Seq. No. 


140854 


Seq. ID 


LIB25-071-Q1-E1-H6 


Method 


O T TV O rn\7 

BLASTX 


NCBI GI 


gzz4 4 / o J 


BLAST score 


393 


E value 


2 . 0e-3o 


Match length 


102 


% identity 


82 


NGBI Description 


(Ziy/ooo) nypocnericai prorem [Araoiaopsis rnaiianaj 


Seq. No. 


1 yi n Q R 
14 UoOO 


Seq. ID 


LIB25-073-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


g4 00 y4oo 


BLAST score 




E value 


1 . Oe-176 


Match length 


317 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MQJ2, complete sequence 


Seq. No. 


140856 


Seq. ID 


LIB25-073-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g3461845 


BLAST score 


408 


E value 


6. Oe-40 


Match length 


107 


% identity 


75 


NCBI Description 


(AC005315) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


140857 


Seq. ID 


LIB25-073-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


glol4401 


BLAST score 


549 


E value 


Z . Oe-OD 


Match length 


136 


% identity 


79 


NCBI Description 


(084888) phosphoglucomutase [Mesembryanthemum crystallinum] 


Seq. No. 


140858 


Seq. ID 


LIB25-073-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g2262098 


BLAST score 


704 


E value 


l.Oe-74 


Match length 


136 


% identity 


100 


NCBI Description 


(AC002343) HSP90 isolog [Arabidopsis thaliana] 


Seq. No. 


140859 


Seq. ID 


LIB25-073-Q1-E1-F2 


Method 


BLASTN 



17137 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4519193 
170 

l.Oe-90 

424 

46 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDCll, complete sequence 



140860 

LIB25-073-Q1-E1-H6 

BLASTN 

g2980757 

130 

5.0e-67 

130 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F6I18 



Seq. No. 
Seq. ID 



140861 

LIB25-074-Q1-E1-B12 

BLASTX 

g2499607 

499 

l,0e-50 

96 

98 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 3 (MAP KINASE 3) 

{ATMPK3) >gi_629544_pir S404 69 mitogen-activated protein 

kinase 3 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457398_dbj_BAA04866_ (D21839) MAP kinase [Arabidopsis 
thaliana] 

140862 

LIB25-074-Q1-E1-C9 

BLASTX 

gl702986 

187 

l.Oe-14 

47 

83 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi__1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

140863 

LIB25-074-Q1-E1-G10 

BLASTN 

gl931636 

341 

O.Oe+OO 

353 

99 

Arabidopsis thaliana BAC T19D16 genomic sequence 
140864 

LIB25-074-Q1-E1-G3 



17138 



f 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4056425 

171 

3.0e-12 

45 

71 

(AC005322) ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
from this gene. [Arabidopsis thaliana] 

140865 

LIB25-075-Q1-E1-A2 

BLASTN 

g2281081 

181 

2,0e-97 

237 

97 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



140866 

LIB25-075-Q1-E1-A5 

BLASTN 

g2760169 

140 

5,0e-73 

241 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone; 



140867 

LIB25-075-Q1-E1-A6 

BLASTN 

g4262221 

186 

l.Oe-100 

252 

91 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140868 

LIB25-075-Q1-E1-B6 

BLASTN 

g2264310 

252 

l.Oe-140 

252 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKPll, complete sequence [Arabidopsis thaliana] 

140869 

LIB25-075-Q1-E1-C3 

BLASTN 

g2358139 



17139 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202 

l.Oe-110 

266 

99 

Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140870 

LIB25-075-Q1-E1-C6 

BLASTX 

gl362007 

423 

4.0e-42 

79 

100 

thioglucosidase (EC 3.2. 
>gi_87 1 9 92_emb_CAA5 57 8 7_ 
[Arabidopsis thaliana] 



3.1) - Arabidopsis thaliana 
(X79195) thioglucosidase 



Seq. No. 


140871 




Seq. ID 


LIB25-075- 


Ql-El-Dl 


Method 


BLASTX 




NCBI GI 


g2832685 




BLAST score 


381 




E value 


4,0e-37 




Match length 


87 




% identity 


87 




NCBI Description 


{AL021712) 


putative 


Seq. No. 


140872 




Seq. ID 


LIB25-075- 


Q1-E1-D2 


Method 


BLASTX 




NCBI GI 


g4586108 




BLAST score 


328 




E value 


6.0e-31 




Match length 


82 




% identity 


84 




NCBI Description 


(AL049638) 


putative 




thaliana] 




Seq. No, 


140873 




Seq. ID 


LIB25-075- 


Ql-El-El 


Method 


BLASTX 




NCBI GI 


gl076442 




BLAST score 


60 




E value 


9.0e-15 




Match length 


57 




% identity 


72 





[Arabidopsis thaliana] 



putative transport protein [Arabidopsis 



NCBI Description 



beta-glucosidase (EC 3.2, 
>gi_7 5774 0_emb_CAA5 7 9 1 3_ 
[Brassica napus] 



1.21) - rape 

(X82577 ) beta-glucosidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140874 

LIB25-075-Q1-E1-E5 

BLASTN 

g3047100 

197 



17140 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-107 

256 

98 

Arabidopsis thaliana BAC F6N23 
140875 

LIB25-075-Q1-E1-F3 

BLASTN 

g2828185 

148 

9.0e-78 

265 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



140876 

LIB25-075-Q1-E1-G1 

BLASTN 

g2564044 

140 

5.0e-73 

267 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 

140877 

LIB25-075-Q1-E1-G2 

BLASTX 

g416758 

150 

5.0e-10 

69 

48 

SERINE CARBOXyPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

140878 

LIB25-075-Q1-E1-G3 

BLASTX 

g2454182 

403 

l.Oe-39 

86 

88 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

140879 

LIB25-076-Q1-E1-A10 

BLASTN 

g2760165 

318 

l.Oe-179 



17141 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 
66 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

140880 

LIB25-076-Q1-E1-B5 

BLASTX 

g2506443 

135 

4.0e-43 

119 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 11752 Q_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1,13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

140881 

LIB25-076-Q1-E1-C11 

BLASTX 

g4415907 

583 

2.0e-60 

115 

99 

{AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24643.1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 

140882 

LIB25-076-Q1-E1-E12 

BLASTN 

g4309719 

130 

2.0e-67 

130 

100 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140883 

LIB25-076-Q1-E1-E8 

BLASTX 

g3152940 

201 

9.0e-16 

88 
49 

(AF065483) sorting nexin 1 [Homo sapiens] 



Seq. No. 



140884 



17142 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-076-Q1-E1-H11 

BLASTN 

g2392894 

125 

5.0e-64 

125 

100 

Arabidopsis thaliana brassinosteroid insensitive 1 (BRIl) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140885 

LIB25-077-Q1-E1-B12 

BLASTN 

g4159704 

405 

O.Oe+00 

405 

100 

Arabidopsis thaliana genomic DNA, 
MCB17, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140886 

LIB25-077-Q1-E1-B5 

BLASTN 

g4185120 

33 

5.0e-09 

352 

81 

Arabidopsis thaliana chromosome 1 BAG 'F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



140887 

LIB25-077-Q1-E1-C11 

BLASTN 

g4662609 

76 

l.Oe-34 

247 

83 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



140888 

LIB25-077-Q1-E1-C8 

BLASTN 

g4589421 

351 

0,0e+00 

359 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
K5K13, complete sequence 



TAG clone: 



140889 

LIB25-077-Q1-E1-D9 
BLASTX 



17143 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl708236 
506 

2.0e-51 

99 
100 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaiiana 
>gi_1143390_einb_CAA58763_ {X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaiiana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaiiana] 



Seq. No. 


140890 


Seq. ID 


LIB25-077-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g4325340 


BLAST score 


165 


E value 


6.0e-88 


Match length 


222 


% identity 


100 


NCBI Description 


Arabidopsis thaiiana BAC TlJl 


Seq. No. 


140891 


Seq. ID 


LIB25-077-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl438881 


BLAST score 


279 


E value 


7.0e-25 


Match length 


79 


% identity 


63 


NCBI Description 


(U43839) GmCK2p [Glycine max] 


Seq. No. 


140892 


Seq. ID 


LIB25-078-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


g4063734 


BLAST score 


563 


E value 


4.0e-58 


Match length 


123 


% identity 


88 


NCBI Description 


(AC006259) putative P450 [Arabidopsis 


Seq. No. 


140893 


Seq. ID 


LIB25-078-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g2749918 


BLAST score 


135 


E value 


5.0e-70 


Match length 


193 


% identity 


100 


NCBI Description 


Arabidopsis thaiiana chromosome I BAC 




sequence, complete sequence [Arabidop 


Seq. No. 


140894 


Seq. ID 


LIB25-078-Q1-E1-C8 



F3I6 genomic 



17144 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241926 

140 

8.0e-73 

388 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 



PI clone: 



140895 

LIB25-078-Q1-E1-D9 

BLASTN 

gl465734 

335 

0,0e+00 

335 

100 

Arabidopsis thaliana violaxanthin de-epoxidase precursor 
(AVDEl) mRNA, complete cds 

140896 

LIB25-078-Q1-E1-G6 

BLASTX 

gl363492 

206 

3.0e-16 

43 

88 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 



Seq. No. 


140897 


Seq. ID 


LIB25-078-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


45 


E value 


4.0e-16 


Match length 


146 


% identity 


82 


NCBI Description 


B.oleracea mRNA for I FA 


Seq. No. 


140898 


Seq. ID 


LIB25-079-Q1-E1-A7 


Method 


BLASTN 


NCBI GI 


g4519191 


BLAST score 


97 


E value 


2.0e-47 


Match length 


166 


% identity 


100 


NCBI Description 


Arabidopsis thaliana ger 




K9P8, complete sequence 


Seq. No. 


140899 


Seq. ID 


LIB25-079-Q1-E1-B12 


Method 


BLASTN 



DNA, chromosome 5, TAC clone 



17145 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2281081 
177 

6.0e-95 

329 

100 

Arabidopsis thaliana chromosome II BAG F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140900 

LIB25-079-Q1-E1-B3 

BLASTX 

g584892 

188 

l.Oe-14 

52 

54 

SERINE CARBOXYPEPTIDASE I PRECURSOR {CARBOXY PEPTIDASE C) 

>gi__629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA0451G_ (D17586) serine carboxypeptidase I 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140901 

LIB25-079-Q1-E1-B4 

BLASTN 

gl905774 

191 

l,0e-103 

202 
99 

A, thaliana mRNA for protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140902 

LIB25-079-Q1-E1-B6 

BLASTX 

g2738996 

174 

4.0e-13 

66 

58 

(AF022457) CYP97B2p 



[Glycine max] 



140903 

LIB25-079-Q1-E1-C2 

BLASTN 

g4309683 

77 

2,0e-35 

177 

86 

Arabidopsis thaliana chromosome 1 BAG T31J12 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140904 

LIB25-079-Q1-E1-C3 

BLASTN 

g2264309 

174 



17146 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2,0e-93 

182 

99 

Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone 
MJJ3, complete sequence [Arabidopsis thaiiana] 

140905 

LIB25-079-Q1-E1-C4 

BLASTN 

g4191771 

118 

6.0e-60 

219 

100 

Arabidopsis thaiiana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140906 

LIB25-079-Q1-E1-C5 

BLASTN 

g3522932 

83 

4.0e-39 

151 

51 

Arabidopsis thaiiana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140907 

LIB25-079-Q1-E1-D2 

BLASTN 

g3046851 

214 

l.Oe-117 

214 

100 

Arabidopsis thaiiana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaiiana] 



PI clone 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140908 

LIB25-079-Q1-E1-D5 

BLASTN 

g4539309 

174 

2.0e-93 

201 

96 

Arabidopsis thaiiana DNA chromosome 4, 
(ESSA project) 



BAC clone F19H22 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



140909 

LIB25-079-Q1-E1-D6 

BLASTN 

g3193282 

210 

l.Oe-115 
210 



17147 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana BAC T14P8 
140910 

LIB25-079-Q1-E1-D7 

BLASTN 

g4559319 

105 

3.0e-52 

194 

96 

Arabidopsis thaliana chromosome II BAC F14N22 genomic 
sequence, complete sequence 

140911 

LIB25-07 9-Q1-E1-E3 

BLASTN 

g992705 

66 

5.0e-29 

86 
94 

Arabidopsis ubiquitin conjugating enzyme E2 (UBC13) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140912 

LIB25-079-Q1-E1-E8 

BLASTX 

g256963 

180 

8.0e-14 

68 

63 

(345910) glyceraldehyde-3-phosphate-dehydrogenase subunit 
GapA {N-terminal} [Arabidopsis thaliana. Peptide 
Chloroplast Partial, 68 aa] [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140913 

LIB25-079-Q1-E1-F12 

BLASTX 

g2129623 

473 

l.Oe-47 

106 

86 

immunophilin FKBP15-2 
( U5 2 0 4 7 ) immunophi 1 in 



- Arabidopsis thaliana >gi_1272408 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140914 

LIB25-079-Q1-E1-F5 

BLASTN 

g4220640 

188 

l.Oe-101 

196 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 



PI clone: 



17148 



MPEll, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140915 

LIB25-079-Q1-E1-F6 

BLASTX 

g2499542 

246 

2.0e-21 

68 
71 

IRON{III)-ZINC(II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 
>gi_1218042 {U48448) secreted purple acid phosphatase 
precursor [Arabidopsis thaliana] 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140916 

LIB25-079-Q1-E1-F7 

BLASTN 

g3985958 

203 

l.Oe-110 

203 

100 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140917 

LIB25-079-Q1-E1-G3 

BLASTN 

g2979540 

101 

8.0e-50 

140 

100 

Arabidopsis thaliana chromosome II BAG F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140918 

LIB25-079-Q1-E1-G7 

BLASTN 

g3985955 

211 

l.Oe-115 

211 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTH16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140919 

LIB25-079-Q1-E1-H1 

BLASTN 

g4510360 

203 

l.Oe-110 

203 

100 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



17149 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140920 

LIB25-079-Q1-E1-H8 

BLASTX 

g3122673 

331 

2.0e-31 

62 
100 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
{Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140921 

LIB25-079-Q1-E1-H9 

BLASTX 

g3273751 

556 

2.0e-57 

108 
99 

(AF061518] 
thaliana] 



manganese superoxide dismutase [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140922 

LIB25-080-Q1-E1-A6 

BLASTX 

gll70503 

578 

5.0e-60 

114 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb__CAA46188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

140923 

LIB25-080-Q1-E1-A9 

BLASTN 

g2935341 

150 

8.0e-79 

310 

100 

Arabidopsis thaliana steroid 22-alpha-hydroxylase (DWF4) 
gene, complete cds 

140924 

LIB25-080-Q1-E1-B12 

BLASTX 

gl32102 

585 

8.0e-61 

108 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 



17150 




{RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_einb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140925 

LIB25-080-Q1-E1-C4 

BLASTX 

g4512655 

516 

l.Oe-52 

94 

100 

{AC007048J 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140926 

LIB25-080-Q1-E1-D4 

BLASTN 

g2623294 

152 

5.0e-80 

330 

93 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140927 

LIB25-080-Q1-E1-D7 

BLASTN 

g2827698 

118 

9.0e-60 

329 

100 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) 

140928 

LIB25-080-Q1-E1-E10 

BLASTX 

gl335862 

579 

4.0e-60 

117 

93 

(U42608) clathrin heavy chain [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



140929 

LIB25-080-Q1-E1-G1 

BLASTX 

g282865 

472 

l.Oe-47 

97 

91 



17151 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_einb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

140930 

LIB25-080-Q1-E1-G11 

BLASTX 

g4539314 

410 

3.0e-40 

117 

81 

{AL035679) kinesin like protein [Arabidopsis thaliana] 
140931 

LIB25-080-Q1-E1-G12 

BLASTX 

g2760332 

328 

l.Oe-30 

72 

96 

(AC002130) F1N21.17 [Arabidopsis thaliana] 
140932 

LIB25-080-Q1-E1-H4 

BLASTX 

g2088652 

584 

l.Oe-60 

115 

97 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 

initiation factor eIF2 p47 subunit homolog [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



140933 

LIB25-080-Q1-E1-H6 

BLASTN 

g3193282 

190 

l.Oe-102 

267 

100 

Arabidopsis thaliana BAC T14P8 
140934 

LIB25-080-Q1-E1-H9 

BLASTX 

g3668175 

521 

3.0e-53 
111 



17152 




% identity 


92 


NCBI Description 


{AB006778) vegetative storage protein [Arabidopsis 




thaliana] 


Seq. No. 


140935 


Seq. ID 


LIB^O-Uol— yi-ilil— Ay 


Method 




NCBI GI 


g2829894 


BLAST score 


293 


E value 


1 . 0e-2o 


Match length 


88 


% identity 


73 


NCBI Description 


{AC002311) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


140936 


beq. lu 




Method 




NLoI bl 


goo bllb 


bLAoi score 


n; "3 T 


E value 


4.0e-55 


Match length 


105 


% identity 


100 


NCBI Description 


(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 




(AF051338) xyloglucan endotransglycosylase related prote 




[Arabidopsis thaliana] 


Seq. No. 


140937 


Seq. ID 


LIB25-081-Q1-E1-D4 


Method 


BLASTN 


NCBI GI 


g4580365 


BLAST score 


265 


E value 


l.Oe-147 


Match length 


354 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F3F20 genomic 




sequence, complete sequence 


Seq. No. 


140938 


Seq. ID 


LIB2O-081-Q1-E1-D7 


Metnoa 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


110 


E value 


6,0e-55 


Match length 


370 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F22D22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


140939 


Seq. ID 


LIB25-081-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


639 


E value 


4,0e-67 


Match length 


127 


% identity 


100 



NCBI Description (AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 



17153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3559809_einb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

140940 

LIB25-081-Q1-E1-E10 

BLASTN 

g3869062 

141 

2.0e-73 

350 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
Kllll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140941 

LIB25-081-Q1-E1-E12 

BLASTX 

g3080405 

146 

2.0e-09 

38 

37 

(AL022603) Lsdl like protein [Arabidopsis thaliana] 
>gi_4455269_emb_CAB36805,l_ (AL035527) Lsdl like protein 
[Arabidopsis thaliana] 

140942 

LIB25-081-Q1-E1-E9 

BLASTX 

gll5767 

538 

3.0e-55 

103 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

140943 

LIB25-081-Q1-E1-F10 

BLASTX 

g3819710 

457 

8.0e-46 

86 

97 

{AJ224161) delta-8 sphingoiipid desaturase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



140944 

LIB25-081-Q1-E1-F5 

BLASTN 

g2642152 



17154 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



356 

O.Oe+00 

371 

99 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



140945 

LIB25-081-Q1-E1-F8 

BLASTX 

g3023742 

172 

2.0e-12 

36 
100 

FERREDOXIN 2 PRECURSOR >gi_1931646 (U95973) 
precusor isolog [Arabidopsis thaliana] 



f erredoxin 



140946 

LIB25-081-Q1-E1-G10 

BLASTX 

gl762428 

468 

4.0e-47 

91 

100 

(U59467) aromatic rich glycoprotein JP630 
thaliana] 



[Arabidopsis 



140947 

LIB25-081-Q1-E1-G12 

BLASTN 

g3766106 

74 

2.0e-33 

358 

99 

Arabidopsis thaliana chromosome 1 BAC F9K20 
complete sequence [Arabidopsis thaliana] 



sequence. 



140948 

LIB25-081-Q1-E1-G8 

BLASTX 

g3219938 

151 

8.0e-10 

58 
40 

HYPOTHETICAL 34.9 KD PROTEIN C57A10.11C IN CHROMOSOME I 
>gi_2058378_emb_CAB08174_ (Z948 64) hypothetical protein 
[Schizosaccharomyces pombe] 

140949 

LIB25-081-Q1-E1-H5 

BLASTX 

gl703227 

279 



17155 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-25 

68 

76 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) {GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6,1.2) - barley >gi_469148_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 

140950 

LIB25-082-Q1-E1-D12 

BLASTN 

g21822B6 

205 

l.Oe-lll 

381 

100 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140951 

LIB25-082-Q1-E1-D9 

BLASTN 

g4589435 

328 

O.Oe+00 

349 

98 

Arabidopsis thaliana genomic DNA, 
M0E17, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 



140952 

LIB25-082-Q1-E1-E10 

BLASTX 

g2289001 

631 

4.0e-66 

128 

95 

(AC002335) small nuclear ribonucleoprotein isolog 
[Arabidopsis thaliana] 

140953 

LIB25-082-Q1-E1-E3 

BLASTX 

g464621 

368 

2.0e-35 

94 

74 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374__pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

140954 

LIB25-082-Q1-E1-F11 



17156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2564046 

180 

6.0e-97 

211 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


140955 


Seq, ID 


LIB25-082-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


560 


E value 


8.0e-58 


Match length 


109 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


140956 


Seq, ID 


LIB25-082-Q1-E1-G10 


Method 


BLASTN 


NCBI GI 


g4757405 


BLAST score 


297 


E value 


l.Oe-166 


Match length 


392 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chrome 




MOJIO, complete sequence 


Seq. No. 


140957 


Seq. ID 


LIB25-082-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


317 


E value 


2.0e-29 


Match length 


112 


% identity 


61 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


140958 


Seq, ID 


LIB25-082-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g3831457 


BLAST score 


437 


E value 


2.0e-43 


Match length 


88 


% identity 


100 


NCBI Description 


(AC005700) putative ion channel protein 




thaliana] 


Seq. No. 


140959 


Seq. ID 


LIB25-082-Q1-E1-H8 


Method 


BLASTN 


NCBI GI 


g4512646 


BLAST score 


296 


E value 


l.Oe-166 



17157 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 
100 

Arabidopsis thaliana chromosome II BAC F23N11 genomic 
sequence, complete sequence 

140960 

LIB25-083-Q1-E1-A12 

BLASTX 

g2129759 

504 

3.0e-51 

101 

100 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

140961 

LIB25-083-Q1-E1-A9 

BLASTX 

g4759280 

202 

8.0e-16 

61 

66 

U5 snRNP-specific protein, 116 kD >gi_434759_dbj_BAA04 699__ 
(D21163) similar to human elongation factor 2 mRNA (HSEF2) . 
[Homo sapiens] 

140962 

LIB25-083-Q1-E1-B10 

BLASTX 

g3150415 

459 

6.0e-46 

89 

35 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

140963 

LIB25-083-Q1-E1-B7 

BLASTX 

g2245107 

104 

2.0e-36 

96 

70 

(297343) thioesterase homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



140964 

LIB25-083-Q1-E1-C10 

BLASTX 

gl31398 

523 

2.0e-53 



17158 



Match length 

% identity 

NCBI Description 



121 
88 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_erab_CAA3944 1_ {X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb__T45400 
come from this gene, [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140965 

LIB25-083-Q1-E1-C11 

BLASTX 

g2275202 

576 

l,0e-59 

124 

89 

{AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140966 

LIB25-083-Q1-E1-C12 

BLASTX 

gll5385 

643 

2.0e-67 

124 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140967 

LIB25-083-Q1-E1-C9 

BLASTN 

g2760164 

330 

O.Oe+00 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6/ complete sequence [Arabidopsis thaliana] 



TAG clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140968 

LIB25-083-Q1-E1-D11 

BLASTX 

gl323704 

177 

7.0e-13 

93 

42 

(U55387) similar to C. 



elegans F38E1.9 gene product encoded 



by GenBank Accession Number U41996 [Cricetulus griseus] 



17159 



Seq. No. 


140969 


Seq, ID 


LIB25-083-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


140970 


Seq, ID 


LIB25-083-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


gll70091 


BLAST score 


549 


E value 


2.0e-56 


Match length 


107 


% identity 


100 


NCBI Description 


GLUTATHIONE S-TRANSFERASE 



PM24 (24 KD AUXIN-BINDING 

PROTEIN) (CLASS PHI) >gi_479736_pir S35268 glutathione 

transferase (EC 2.5.1.18) gst2 - Arabidopsis thaliana 
>gi_166723 {L07589) glutathione S-transf erase [Arabidopsis 
thaliana] >gi_347212 (L11601) glutathione S-transf erase 
[Arabidopsis thaliana] >gi__407090_emb_CAA53051_ (X75303) 
glutathione S-transf erase [Arabidopsis thaliana] 
>gi_2262152_gb_AAC78264.1_AAC78264 (AC002330) Atpm24.1 
glutathione S transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140971 

LIB25-083-Q1-E1-F11 

BLASTN 

g4056429 

259 

l,0e-144 

259 

100 

Arabidopsis thaliana chromosome 1 BAC F508 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140972 

LIB25-083-Q1-E1-H6 

BLASTX 

g399091 

381 

8.0e-37 

94 

83 

PYR0PH0SPHATE-ENERGI2ED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M818 92) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 



140973 

LIB25-084-Q1-E1-A1 
BLASTN 



17160 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3299824 
198 

l.Oe-107 

253 
96 

Arabidopsis thaliana BAG F4G21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140974 

LIB25-084-Q1-E1-A3 

BLASTN 

g4589450 

196 

l.Oe-106 

219 
100 

Arabidopsis thaliana genomic DNA, 
T31K7, complete sequence 



chromosome 5, PI clone: 



140975 

LIB25-084-Q1-E1-A4 

BLASTN 

g4406776 

215 

l.Oe-118 

223 

99 

Arabidopsis thaliana chromosome II BAG F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140976 

LIB25-084-Q1-E1-A6 

BLASTN 

g4218109 

214 

l.Oe-117 

214 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F16A16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



140977 

LIB25-084-Q1-E1-B1 

BLASTX 

g4160346 

197 

l.Oe-15 
73 
51 

(AL035216) 
processing 



nucleolar protein involved in pre-rRNA 
[Schizosaccharomyces pombe] 



140978 

LIB25-084-Q1-E1-B11 

BLASTX 

g4539332 

277 



17161 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-25 

55 

100 

(AL035539) glycosyltransf erase like protein (fragment) 
[Arabidopsis thaliana] 

140979 

LIB25-084-Q1-E1-B3 

BLASTN 

g4454587 

50 

3.0e-19 

110 

86 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

140980 

LIB25-084-Q1-E1-B4 

BLASTX 

gll70040 

276 

7.0e-25 

81 

63 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448_dbj_BAA19653_ 
(D89620) glutathione reductase precursor [Arabidopsis 

thaliana] >gi_740576_prf 200537 6A glutathione reductase 

[Arabidopsis thaliana] 

140981 

LIB25-084-Q1-E1-B7 

BLASTN 

g4757412 

219 

l.Oe-120 

246 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK23, complete sequence 

140982 

LIB25-084-Q1-E1-B8 

BLASTN 

g2264303 

223 

l.Oe-122 

223 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBB18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



140983 

LIB25-084-Q1-E1-B9 
BLASTX 



17162 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2911073 
244 

6,0e-21 

59 

90 

(AL021960) putative protein [Arabidopsis thaliana] 
140984 

LIB25-084-Q1-E1-C1 

BLASTX 

gll5767 

353 

7.0e-34 

69 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi__81603_pir ^A29280 chlorophyll 

a/b-foinding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb__CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


140985 






Method 


BLASTX 


NCBI GI 


g3540194 


BLAST score 


279 


E value 


4.0e-25 


Match length 


60 


% identity 


100 


NCBI Description 


(AC004260) AtVPS45p [Arabidopsis thaliana] 


Seq. No. 


140986 


Seq. ID 


LIB25-084-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


409 


E value 


2.0e-40 


Match length 


94 


% identity 


82 


NCBI Description 


ribosomal 5S RNA-binding protein - Rice 


Seq. No. 


140987 


Seq. ID 


LIB25-0e4-Ql-El-C2 


Method 


BLASTX 


NCBI GI 


g3980401 


BLAST score 


419 


E value 


l,0e-41 


Match length 


83 


% identity 


99 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


140988 


Seq. ID 


LIB25-084-Q1-E1-C3 


Method 


BLASTN 



17163 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3831437 
117 

3.0e-59 

210 

100 

Arabidopsis thaliana chromosome II BAG T3A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


140989 


Seq. ID 


LIB25-084-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


351 


E value 


1 , Oe-oo 


Match length 


68 


% identity 


100 


NCBI Description 


(D63396) elongation factor 


Seq. No. 


140990 


Seq. ID 


LIB25-084-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g481132 


BLAST score 


233 


E value 


8.0e-20 


Match length 


61 


% identity 


80 


NCBI Description 


sucrose transport protein 



>gi_4 070 9 4_emb_CAA5 3 1 4 7_ 
[Arabidopsis thaliana] 



1 - Arabidopsis thaliana 
(X75365) sucrose-proton symporter 



Seq. No. 


140991 


Seq. ID 


LIB25-084 


Method 


BLASTX 


NCBI GI 


g4584546 


BLAST score 


336 


E value 


9.0e-32 


Match length 


94 


% identity 


63 


NCBI Description 


{AL049608 


Seq. No. 


140992 


Seq. ID 


LIB25-084 


Method 


BLASTN 


NCBI GI 


g3250737 


BLAST score 


114 


E value 


l.Oe-57 


Match length 


204 


% identity 


88 


NCBI Description 


Arabidops 


Seq. No, 


140993 


Seq. ID 


LIB25-084 


Method 


BLASTN 


NCBI GI 


g3135250 


BLAST score 


184 


E value 


3.0e-99 


Match length 


249 



putative protein [Arabidopsis thaliana] 



17164 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Arabidopsis thaliana chromosome II BAG F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

140994 

LIB25-084-Q1-E1-E10 

BLASTN 

gl490552 

278 

l.Oe-155 

278 

100 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 



140995 
LIB25-084-Q1 
BLASTX 
g2119848 
417 

2.0e-41 
82 
100 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-E1-E3 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 {AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



Seq, No. 
Seq. ID 



140996 

LIB25-084-Q1-E1-E4 

BLASTX 

g2642159 

177 

3.0e-13 

35 
100 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF0764 84) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi__4151925 
(AF108660) CYTl protein [Arabidopsis thaliana] 

140997 

LIB25-084-Q1-E1-F10 

BLASTX 

g4585977 

171 

2.0e-12 

44 

70 

(AC005287) Unknown protein [Arabidopsis thaliana] 
140998 

LIB25-084-Q1-E1-F11 



17165 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 



BLASTX 

gll72977 

424 

4.0e-42 

88 

98 

60S RIBOSOMAL PROTEIN LIB >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



140999 

LIB25-084-Q1-E1-F12 

BLASTN 

g4455321 

267 

l.Oe-148 

267 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone 
(ESSAII project) 



F4I10 



141000 

LIB25-084-Q1-E1-F3 

BLASTN 

g3687221 

129 

2.0e-66 

247 

96 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141001 

LIB25-084-Q1-E1-F4 

BLASTX 

g4056469 

187 

2.0e-14 

39 

100 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb__N65697, gb__AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb__AI100391 and 
gb_Z25043 come from t 

141002 

LIB25-084-Q1-E1-F5 

BLASTN 

g710625 

222 

l.Oe-122 

243 

97 

Arabidopsis thaliana mRNA for ERD15 protein, 
141003 

LIB25-084-Q1-E1-G1 



complete cds 



17166 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4220640 

205 

l.Oe-112 

224 
98 

Arabidopsis thaiiana genomic DNA^ chromosome 3, 
MPEll, complete sequence [Arabidopsis thaiiana] 



PI clone: 



141004 

LIB25-084-Q1-E1-G10 

BLASTX 

g3641837 

408 

3.0e-40 

90 

93 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaiiana] 



141005 

LIB25-084-Q1-E1-G11 

BLASTN 

g3449313 

283 

l.Oe-158 

283 

100 

Arabidopsis thaiiana genomic DNA, chromosome 5, 
K21P3, complete sequence [Arabidopsis thaiiana] 



TAC clone: 



141006 

LIB25-084-Q1-E1-G12 

BLASTX 

g2160168 

300 

2.0e-27 

61 

87 

{AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853, gb_T76648 come from this gene. [Arabidopsis 
thaiiana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141007 

LIB25-084-Q1-E1-G5 

BLASTX 

gl24224 

289 

2.0e-26 

62 

87 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor elF- 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



5A 



17167 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



141008 

LIB25-084-Q1-E1-H5 

BLASTN 

g2062705 

20 

2.0e-01 

37 

34 

Human butyrophilin (BTF5) 



mRNA, complete cds 



141009 

LIB25-085-Q1-E1-B3 

BLASTN 

g2351068 

146 

2.0e-76 

338 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


141010 


Seq. ID 


LIB25-085-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


gl871185 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


101 


% identity 


40 


NCBI Description 


{U90439) seven in absentia isolog 


Seq. No. 


141011 


Seq. ID 


LIB25-085-Q1-E1-C6 


Method 


BLASTN 


NCBI GI 


g4757414 


BLAST score 


258 


E value 


l.Oe-143 


Match length 


258 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MYF24, complete sequence 


Seq. No. 


141012 


Seq, ID 


LIB25-085-Q1-E1-D1 


Method 


BLASTN 


NCBI GI 


g3128135 


BLAST score 


146 


E value 


8.0e-77 


Match length 


146 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K19E1, complete sequence [Arabidof 


Seq. No. 


141013 


Seq. ID 


LIB25-085-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g4725956 



chromosome 5, TAG clone 



17168 



BLAST score 


270 


E value 


8.0e-24 


Match length 


IT O 

52 


% identity 


98 


NCBI Description 


(AL049730) polyubiquitin 




[Arabidopsis thaliana] 


Seq. No. 


141014 


Seq. ID 


LIBzo-08o-Ql-El-Fl 


Method 




NOBI bl 


gzz4 4 /bU 


BLAST score 




E value 


2.0e-49 


Match length 


109 


% identity 


87 


NCBI Description 


(Z97335) adenosylhomocys 




>gi_3088579 (AF059581) S 




[Arabidopsis thaliana] 


Seq. No, 


141015 


Seq. ID 


LIB25-085-Q1-E1-F10 


LYie cnoa 


JDli/iO i LN 


NCBI GI 


g3128166 


BLAST score 


282 


E value 


l.Oe-157 


Match length 


282 


% identity 


100 



•adenosyl-L-homocysteine hydrolase 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



sequence, complete sequence [Arabidopsis thaliana] 
141016 

LIB25-085-Q1-E1-F2 

BLASTN 

gll49572 

183 

9.0e-99 

183 

100 

A. thaliana rpl21 mRNA for chloroplast ribosomal large 
siobunit protein L21 

141017 

LIB25-085-Q1-E1-F9 

BLASTX 

gl806146 

441 

7.0e-44 

108 

80 

(X97317) cdc2MsF [Medicago sativa] 
141018 

LIB25-085-Q1-E1-G11 

BLASTX 

g730645 

282 

3.0e-25 



17169 



Match length 

% identity 

NCBI Description 



70 
84 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_einb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_7\AB7044 9__ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



141019 

LIB25-085-Q1-E1-G3 

BLASTX 

g2194126 

304 

7.0e-28 

102 
62 

{AC002062) EST gb_T43335 comes from this gene. [Arabidopsis 
thaliana] 

141020 

LIB25-085-Q1-E1-G9 

BLASTX 

g2462832 

637 

8.0e-67 

130 

87 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 
141021 

LIB25-085-Q1-E1-H6 

BLASTX 

gll83004 

692 

3.0e-73 

133 
39 

(D45848) calmodulin-related protein [Arabidopsis thaliana] 
>gi_3402707 (AC004261) calmodulin-related protein 
[Arabidopsis thaliana] 

141022 

LIB25-086-Q1-E1-A1 

BLASTN 

g4220637 

224 

l.Oe-123 

224 

18 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIEl, complete sequence [Arabidopsis thaliana] 

141023 

LIB25-086-Q1-E1-A8 



17170 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2102691 

166 

4.0e-12 

71 

44 

(U64817) fructokinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141024 

LIB25-086-Q1-E1-A9 

BLASTN 

g2288979 

214 

l.Oe-117 

214 

60 

Arabidopsis thaliana chromosome II BAG T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


141UZO 


Seq. ID 


LIB25-086-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


g2828267 


BLAST score 


334 


E value 


l.Oe-31 


Match length 


74 


% identity 


85 


NCBI Description 


{Y14044) geranylgeranyl reductase 


Seq. No. 


141026 


Seq. ID 


LIB25-G8 6-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


g2815404 


BLAST score 


206 


E value 


l.Oe-112 


Match length 


206 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MMG4, complete sequence [Arabidops 


Seq. No. 


141027 


Seq. ID 


LIB25-086-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g99752 


BLAST score 


261 


E value 


3.0e-23 


Match length 


54 


% identity 


100 


NCBI Description 


protochlorophyllide reductase (EC 




Arabidopsis thaliana 


Seq. No. 


141028 


Seq. ID 


LIB25-086-Q1-E1-B4 


Method 


BLASTN 


NCBI GI 


g4006885 


BLAST score 


205 


E value 


l.Oe-112 



1,3.1.33) precursor - 



17171 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



226 
97 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

141029 

LIB25-086-Q1-E1-B6 

BLASTX 

g2341034 

258 

6.0e-23 

52 

100 

{AC000104) F19P19.13 [Arabidopsis thaliana] 



141030 

LIB25-086-Q1-E1-C1 

BLASTN 

g4539415 

47 

8.0e-18 

59 

95 

Arabidopsis thaliana DNA- chromosome 4^ 
project) 



BAC clone (ESSA 



141031 

LIB25-086-Q1-E1-C2 

BLASTX 

gll70121 

297 

2.0e-27 

59 

100 

GLUTATHIONE S-TRANSFERASE 103-lA >gi_2129602_pir S66354 

glutathione transferase (EC 2,5.1.18), auxin-inducible - 
Arabidopsis thaliana >gi_895700_emb_CAA61504_ (X89216) 
glutathione transferase [Arabidopsis thaliana] >gi_929957 

(U30489) glutathione S-transferase [Arabidopsis thaliana] 
>gi_940381_dbj_BAA07917_ (D444 65) Glutathione S-Transf erase 

[Arabidopsis thaliana] >gi_3980390 {AC004561) glutathione 
S-transferase [Arabidopsis thaliana] 

141032 

LIB25-086-Q1-E1-C4 

BLASTX 

g3342382 

236 

3.0e-20 

74 

61 

(AF059678) VIP-receptor-gene repressor protein [Rattus 
norvegicus] 

141033 

LIB25-086-Q1-E1-D11 
BLASTX 



17172 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3513727 
351 

7.0e-34 

72 

68 

{AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains {Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141034 

LIB25-086-Q1-E1-D12 

BLASTN 

g2832639 

216 

l.Oe-118 

216 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone F28J12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141035 

LIB25-086-Q1-E1-D2 

BLASTX 

g256963 

184 

3.0e-14 

69 

64 

(S45910) glyceraidehyde-3-phosphate-dehydrogenase subunit 
GapA {N-terminal} [Arabidopsis thaliana. Peptide 
Chloroplast Partial, 68 aa] [Arabidopsis thaliana] 



Seq. No. 


141036 


Seq. ID 


LIB25-086-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g4262240 


BLAST score 


364 


E value 


2.0e-35 


Match length 


69 


% identity 


100 


NCBI Description 


(AC006200) putative 


Seq. No. 


141037 


Seq. ID 


LIB25-086-Q1-E1-D4 


Method 


BLASTN 


NCBI GI 


g4454004 


BLAST score 


94 


E value 


l.Oe-45 


Match length 


227 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


141038 


Seq. ID 


LIB25-086-Q1-E1-D5 



stress protein [Arabidopsis thaliana] 



BAG clone F24A6 



17173 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2943789 

187 

l.Oe-14 

35 

100 

(AB000875) 



RD22BP1 [Arabidopsis thaliana] 



141039 

LIB25-086-Q1-E1-E1 

BLASTN 

g3643588 

147 

3.0e-77 

212 

63 

Arabidopsis thaliana chromosome II BAG F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


141040 


Seq. ID 


LIB25-086-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g3063459 


BLAST score 


367 


E value 


l.Oe-35 


Match length 


71 


% identity 


96 


NCBI Description 


(AC003981) F22013.21 


Seq. No. 


141041 


Seq, ID 


LIB25-086-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g4063730 


BLAST score 


227 


E value 


l.Oe-125 


Match length 


227 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



containing KNAT3 and mapping near 
sequence [Arabidopsis thaliana] 



60.5 cM, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141042 

LIB25-086-Q1-E1-E3 

BLASTX 

g4262179 

379 

4.0e-37 

74 

100 

(AC005508) 27668 [Arabidopsis thaliana] 
141043 

LIB25-086-Q1-E1-F11 

BLASTX 

gl695717 

206 

7.0e-17 



17174 



® 



Match lengtn 




% identity 


100 


NCBI Description 


{D89341) luminal binding protein [Arabidopsis t 


Seq. No. 


141044 


Seq, ID 


TTnoc n o iC tti tto 


ixietnoa 


BJ-jAo IN 


NCBI GI 


goo / J / o 


BLAST score 


222 


E value 


l.Oe-122 


Match length 


o o o 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for phosphomositide 




phospholipase C, complete cds 


Seq. No. 


141045 


Seq. ID 


LIB25-08o-Ql-El-Fo 


Method 


oJjAo iJN 


NCBI GI 


gl418334 


BLAST score 


179 


E value 


2 . Oe-y D 


Match length 


1 ^7 A 


% identity 


100 


NCBI Description 


A. thaliana mRNA for ZATll protein 


Seq. No. 


141046 


Seq, ID 


LIB25-086-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g226431 7 


BLAST score 


218 


E value 


l,0e-119 


Match length 


218 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MUG13, complete sequence [Arabidopsis thaliana] 


Seq, No. 


141047 


Seq. ID 


LIBzo-Ooo-Ql-El-Fo 


Method 


Tar 7i CTM 


NCBI GI 


gl946354 


BLAST score 


198 


E value 


l.Oe-107 


Match length 


218 


% identity 


98 



PI clone 



NCBI Description 



Arabidopsis thaliana chromosome II BAG T06B20 genomic 
sequence, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141048 

LIB25-086-Q1-E1-G1 

BLASTN 

g2351070 

93 

5.0e-45 

161 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTH12, complete sequence [Arabidopsis thaliana] 



PI clone 



17175 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141049 

LIB25-086-Q1-E1-G4 

BLASTX 

g544425 

310 

6.0e-29 

59 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRPB) 

- Arabidopsis thaliana >gi_16305__emb_CAA7 8712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_l 66658 
(L04171) ORE [Arabidopsis thaliana] >gi_166839 {L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141050 

LIB25-086-Q1-E1-G5 

BLASTX 

gl350768 

182 

5.0e-14 

33 

100 

60S RIBOSOMAL PROTEIN L7A 



Seq. No. 


141051 


Seq. ID 


LIB25-086-Q1-E1-G6 


Method 


BLASTN 


NCBI GI 


g4006885 


BLAST score 


211 


E value 


l.Oe-115 


Match length 


219 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




fragment No 


Seq. No. 


141052 


Seq. ID 


LIB25-086-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g4151924 


BLAST score 


217 


E value 


l.Oe-119 


Match length 


217 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


141053 


Seq. ID 


LIB25-086-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


gl490552 


BLAST score 


217 


E value 


l.Oe-119 


Match length 


217 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



DNA chromosome 4, ESSA I AP2 contig 



(cytl) mRNA, complete cds 



(SAMdc) mRNA, complete cds 



17176 



11 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141054 

LIB25-086-Q1-E1-H4 

BLASTN 

g3522932 

111 

7.0e-56 

139 

95 

Arabidopsis thaliana chromosoine II BAG F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141055 

LIB25-086-Q1-E1-H6 

BLASTN 

g2224930 

215 

l,0e-118 

219 

100 

Arabidopsis thaliana ethylene-insensitive3-like3 
mRNA, complete cds 



(EIL3) 



Seq. No. 


141056 


Seq. ID 


LIB25-087-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


300 


E value 


7.0e-28 


Match length 


57 


% identity 


100 


NCBI Description 


(AC005560) hypothetical 


Seq. No, 


141057 


Seq. ID 


LIB25-087-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


gll68548 


BLAST score 


236 


E value 


2.0e-20 


Match length 


62 


% identity 


79 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER 



[Arabidopsis thaliana] 



5TEIN ATHB-7 (HD-ZIP PROTEIN 

ATHB-7) >gi_629527_pir S47137 homeotic protein Athb-7 

Arabidopsis thaliana >gi_4 99164_emb_CAA47 425__ (X67032) 
[Arabidopsis thaliana] 



orf 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141058 

LIB25-087-Q1-E1-B1 

BLASTX 

g3702332 

186 

2.0e-14 

53 

77 

{AC005397) unknown protein [Arabidopsis thaliana] 



Seq, No. 



141059 



17177 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-087-Q1-E1-B10 

BLASTN 

g2264307 

117 

2.0e-59 

213 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No, 


141060 


Seq. ID 


LIB25-087-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


gl66695 


BLAST score 


150 


E value 


5.0e-79 


Match length 


170 


% identity 


97 


NCBI Description 


Arabidopsis thaliana recombination and DNA-damage 




resistance protein (DRT112) mRNA, complete cds 


Seq. No. 


141061 


Seq. ID 


LIB25-087-Q1-E1-B2 


Method 


BLASTN 


NCBI GI 


g2584827 


BLAST score 


111 


E value 


6.0e-56 


Match length 


145 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F12F1 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


141062 


Seq. ID 


LIB25-087-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


gl495268 


BLAST score 


181 


E value 


l,0e-97 


Match length 


181 


% identity 


100 


NCBI Description 


A. thaliana mRNA (orfl9) from chromosome III 


Seq. No. 


141063 


Seq. ID 


LIB25-087-Q1-E1-D12 


Method 


BLASTN 


NCBI GI 


g3327922 


BLAST score 


207 


E value 


l.Oe-113 


Match length 


207 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T31E10 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141064 


Seq. ID 


LIB25-087-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g4159706 



17178 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 

8,0e-55 

137 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

141065 

LIB25-087-Q1-E1-E10 

BLASTX 

gll68200 

176 

2,0e-13 

36 

100 

14-3-3-LIKE PROTEIN GF14 PSI (14-3-3-LIKE PROTEIN RCIl) 

>gi_1361988_pir S57277 GF14 protein psi chain - 

Arabidopsis thaliana >gi_166717 {L09110) GF14 psi chain 
[Arabidopsis thaliana] >gi_487789 (U09375) GF14psi isoform 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141066 

LIB25-087-Q1-E1-E11 

BLASTX 

gl710401 

344 

5.0e-33 

70 

91 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044912_emb_CAA63194_ {X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141067 

LIB25-087-Q1-E1-E3 

BLASTN 

g2618605 

136 

8.0e-71 

152 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUKll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



141068 

LIB25-087-Q1-E1-F10 

BLASTX 

g2894599 

139 

5.0e-09 

44 

61 

{AL021889) putative protein [Arabidopsis thaliana] 
141069 

LIB25-087-Q1-E1-F3 



17179 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATsEH [Arabidopsis thaliana] >gi__2760840 



BLASTX 
gll09600 
241 

6.0e-21 
43 
100 

(D16628) 

(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 
141070 

LIB25-087-Q1-E1-G12 

BLASTN 

g4220633 

158 

8,0e-84 

158 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141071 

LIB25-087-Q1-E1-G8 

BLASTN 

g4220635 

124 

l.Oe-63 

140 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141072 

LIB25-087-Q1-E1-H10 

BLASTN 

g2656028 

101 

8.0e-50 

183 

97 

Arabidopsis thaliana genomic DNA, 
MNF13 



chromosome 5, PI clone: 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141073 

LIB25-087-Q1-E1-H11 

BLASTN 

g4538949 

211 

l.Oe-115 

211 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

141074 

LIB25-087-Q1-E1-H12 

BLASTX 

g4539292 



BAC clone F24G24 



17180 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



261 

3.0e-23 

52 

90 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 

141075 

LIB25-087-Q1-E1-H3 

BLASTN 

g4689466 

136 

9.0e-71 

152 

29 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

141076 

LIB25-088-Q1-E1-A8 

BLASTN 

g3687221 

154 

3.0e-81 

289 

100 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141077 

LIB25-088-Q1-E1-B9 

BLASTX 

gl076303 

483 

l.Oe-48 

112 

87 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ {D31710) cp29 [Arabidopsis 
thaliana] 

141078 

LIB25-088-Q1-E1-C1 

BLASTX 

g4559381 

235 

l.Oe-19 

135 

44 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
141079 

LIB25-088-Q1-E1-C10 

BLASTX 

g2119846 

632 

3.0e-66 



17181 



Match length 

% identity 

NCBI Description 



122 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_eiab_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi__3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


141080 


Seq. ID 


LIB25-088-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


gl66695 


BLAST score 


49 


E value 


l.Oe-19 


Match length 


49 


% identity 


100 


NCBI Description 


Arabidopsis thaliana recombination 




resistance protein (DRT112) mRNA, 


Seq. No, 


141081 


Seq. ID 


LIB25-088-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g4103242 


BLAST score 


75 


E value 


l.Oe-34 


Match length 


99 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BIPOSTO (BIP) 


Seq. No. 


141082 


Seq. ID 


LIB25-088-Q1-E1-E8 


Method 


BLASTN 


NCBI GI 


g4235150 


BLAST score 


348 


E value 


O.Oe+00 


Match "length 


376 


% identity 


55 


NCBI Description 


Arabidopsis thaliana chromosome I 




sequence, complete sequence 


Seq. No, 


141083 


Seq. ID 


LIB25-088-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g2351064 


BLAST score 


57 


E value 


7.0e-24 


Match length 


93 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MDJ22, complete sequence [Arabidop 


Seq. No. 


141084 


Seq. ID 


LIB25-08 9-Q1-E1-A9 


Method 


BLASTN 


NCBI GI 


g2288979 



BAC T25B24 genomic 



17182 



BLAST score 


159 


E value 


3.0e-84 


Ma ucu lengrn 


JU D 


^ laenrxuy 


Q ^ 

y D 


NCBI Description 


AraDiuopsis cnaxxana cnroiuosoine i± jdhu luxuz^ genoniic 




sequence/ coiupxeLe sequence L>iraDiaopsis unaxxanaj 


Seq. No. 


14 iUoo 




T TT59 c:_n Q Q— Pll — TTl —Hi 1 


Method 


TIT liQTV 




rrl 74 9 Qf^l 

g± /^zyox 


BLAST score 


641 


E value 


3.0e-67 


Match length 




% identity 




NCBI Description 


(Ay4/3oj cysrarnionxne gainitia— syntnase [Araoxaopsxs 




unaxxana J 


beq. No. 


X4 XUoo 


oeq. xu 


XjXD^O UO^ yx ILX uxz 


LYie t.nua. 




NCBI GI 


g4038034 


BLAST score 


341 


E value 


4 . ue— 


Match length 


ol 


% identity 


83 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 


Seq. No. 


141087 


Seq. ID 


TTOOC AQQ "CT "CI 

LlriZO-Uo y-yi— JCiX-iljl 


Method 


■RT HQ TV 




goi / Do / 4 


BLAST score 


162 


E value 


l.Oe-11 


ixiarcn lengrn 


40 


% identity 




NCBI Description 


(AF065639) cucuiuisin-like serine protease [Arabidopsis 




thaliana] 


Seq. No. 


141UOO 


beq. lu 


T TT20 c; _n Q Q— —TTl — r"? 


LYiennou 


oXt/lb i JN 


"MOOT /^T 


g4Xoy /U4 


BLAST score 


97 


E value 


l.Oe-47 


Match length 


XX / 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI cloi 




MCB17, complete sequence 


Seq, No. 


141089 


beq. iJj 


T TR9R — nQH— rM — TI'I — ai C\ 

XiX jdz o u i?u yx liiX rixu 


Method 


BLASTN 


NCBI GI 


g3869071 


BLAST score 


173 


E value 


2.0e-92 


Match length 


317 



17183 



% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIL23, complete sequence [Arabidopsis thaliana] 

141090 

LIB25-090-Q1-E1-A11 

BLASTX 

g2492681 

304 

l.Oe-27 

137 

43 

PROBABLE COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 
(BETA-COP) >gi_1432173 {U62960) CopB [Dictyostelium 
discoideum] 



Seq, No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141091 

LIB25-090-Q1-E1-A3 

BLASTN 

g2264317 

97 

3.0e-47 

278 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 

141092 

LIB25-090-Q1-E1-B7 

BLASTN 

g3128141 

327 

O.Oe+00 

399 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22/ complete sequence [Arabidopsis thaliana] 



PI clone 



PI clone 



141093 

LIB25-090-Q1-E1-C1 

BLASTX 

g3482933 

448 

8.0e-45 

100 

86 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

141094 

LIB25-090-Q1-E1-D9 

BLASTX ''^ 

g730645 

589 

4.0e-61 

130 

91 



17184 



NCBI Description 



40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_einb_CAA80679_ 
{Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


14 lUyo 


Seq, ID 


LIBzo-0yU-Ql-El-E4 


Method 


BLASTN 


NCBI GI 


g4 /o^iyo 


BiiAoi score 


f 4 


E value 


y . ue-o4 


Match length 


147 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F15A18 from chromos< 




cM, complete sequence 


Seq, No. 


141096 


Seq. ID 


LIB25-090-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


g3292807 


BLAST score 


179 


E value 


4.0e-96 


Match length 


351 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC c 




(ESSAII project) 


Seq, No. 


141097 


Seq. ID 


LIB25-090-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g2746341 


BLAST score 


^ o o 
4oo 


E value 


3.0e-49 


Match length 


132 


% identity 


68 


NCBI Description 


{AF037590) ATA27 [Arabidopsis thaliana] 


Seq. No. 


141098 


Seq. ID 


LIB25-090-Q1-E1-G3 


Method 


BLASTN 


NCBI GI 


g2924733 


BLAST score 


131 


E value 


2,0e-67 


Match length 


405 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



68.5 



PI clone: 



MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141099 

LIB25-090-Q1-E1-G7 

BLASTN 

g2351061 

158 



17185 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-83 
418 

100 " 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

141100 

LIB25-091-Q1-E1-A6 

BLASTN 

g3386593 

39 

l.Oe-12 

59 

92 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141101 

LIB25-091-Q1-E1-B11 

BLASTX 

g280386 

317 

2.0e-29 

59 

100 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 {J05507) ubiquitin extension protein (UBQl) 
[Arabidopsis thaliana] >gi_l 66932 {J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 

141102 

LIB25-091-Q1-E1-B3 

BLASTX 

g2119846 

522 

2.0e-53 

102 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi__3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

141103 

LIB25-091-Q1-E1-B6 

BLASTX 

g4725941 

288 

6.0e-26 

55 

100 

(AL049730) putative pollen-specific protein [Arabidopsis 



17186 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
141104 

LIB25-091-Q1-E1-B8 

BLASTN 

g4757403 

164 

4.0e-87 

324 

100 

Arabidopsis thaliana genomic 
MJL12, complete sequence 



DNA, chromosome 3, Pi clone 



141105 

LIB25-091-Q1-E1-C1 

BLASTN 

g2244829 

282 

l.Oe-157 

282 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



141106 

LIB25-091-Q1-E1-D11 

BLASTN 

g2264314 

243 

l.Oe-134 

359 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

141107 

LIB25-091-Q1-E1-D12 

BLASTX 

g4204295 

623 

3.0e-65 

117 

99 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

141108 

LIB25-091-Q1-E1-D6 

BLASTN 

g4220641 

144 

2.0e-75 

165 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL3, complete sequence [Arabidopsis thaliana] 



17187 



Seq. No. 


141109 


Seq. ID 


LIB25-091-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


g2129538 


BLAST score 


331 


E value 


6.0e-31 


Match length 


64 


% identity 


100 


NCBI Description 


AT 103 protein - Arabidopsis the 




AT103 [Arabidopsis thaliana] 


Seq. No. 


141110 


Seq. ID 


LIB25-091-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


gl644291 


BLAST score 


140 


E value 


l.Oe-08 


Match length 


105 


% identity 


36 


NCBI Description 


(Z73295) receptor-like protein 


Seq. No. 


141111 


Seq. ID 


LIB25-092-Q1-E1-A1 


Method 


BLASTX 


NCBI GI 


g541848 


BLAST score 


385 


E value 


8.0e-38 


Match length 


73 


% identity 


100 


NCBI Description 


amino acid transport protein I 



(U38232) 



- Arabidopsis thaliana 
>gi_22641_einb_CAA47603_ {X67124) amino acid permease I 
[Arabidopsis thaliana] >gi_404019 (L16240) amino acid 
transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



141112 

LIB25-092-Q1-E1-A11 

BLASTN 

g559399 

145 

4,0e-76 

145 

100 

A. thaliana PPlbg gene encoding protein phosphatase 
141113 

LIB25-092-Q1-E1-A8 

BLASTN 

g4220638 

180 

6.0e-97 

210 

95 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

141114 

LIB25-092-Q1-E1-A9 



17188 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl800223 

137 

9.0e-09 

50 

50 

(U65018) 



mannosyltransferase [Dictyostelium discoideum] 



141115 

LIB25-092-Q1-E1-B1 

BLASTN 

g2924732 

47 

l.Oe-17 

119 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA2, complete sequence [Arabidopsis thaliana] 



141116 

LIB25-092-Q1-E1-B12 

BLASTN 

g4049332 

113 

5.0e-57 

180 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone 



BAG clone F8B4 



141117 

LIB25-092-Q1-E1-B4 

BLASTN 

g4678371 

166 

l.Oe-88 

215 

43 

Arabidopsis thaliana DNA chromosome 4 ^ 
(ESSA project) 



BAC clone T6G15 



141118 

LIB25-092-Q1-E1-B6 

BLASTX 

g2245062 

286 

3.0e-26 

59 

100 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
141119 

LIB25-092-Q1-E1-B7 

BLASTN 

g2264302 

103 

5.0e-51 



17189 



Match length 

% identity 

NCBI Description 



220 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC12, complete sequence [Arabidopsis thaliana] 



oe<5- NO. 


1 yi 1 1 on 


Seq. ID 


T TTDOC rNl T7l T3 O 

LiBzo-uyz-yi-bi-Bo 


Method 


BLASTN 




gx / Do X 


BLAST score 


ZD 


E value 


0 . Ue-UD 


Match length 


/ / 


"S iQenT-.j_L.y 


QA 




ri • LXldX Xdiid ILLIS-LNri iUi VVX-LlU o LLULLDX o li^^J- 1; o ovj J. iJUJiUkyXwy i-LC 


Seq. No. 


141121 


beq. lu 


uldzo Kj yz yi jcjX rsy 


Jxietnoci 


OT 7\ CHTM 

DXtAb iN 




g4oouUZ4 


T 7\ O rn AAA 1^ A 

BiiAbi score 


by 


E value 


9.0e-31 


Match length 


172 


% identity 


lUU 


NCBI Description 


AraDiQopsis unaxiana cnromosome xx rs/iu 1x00/ genomxc 




sequence, complete sequence 


Seq. No. 


141122 


Seq. ID 


LIB25-092-Q1-E1-C10 


Method 


BLASTN 


NCBI GI 


g4538949 


BLAST score 


193 


E value 


1. Oe-105 


Match length 


193 


% identity 


xuu 


lnOJD± JJeSCITip L.10I1 






{ESSA project) 


Seq. No. 


141123 


Seq. ID 


LIB25-092-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


g2864607 


BLAST score 


120 


E value 


3.0e-61 


Match length 


190 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAG clone F10M6 
(ESSAII project) 



141124 

LIB25-092-Q1-E1-C3 

BLASTN 

g4220468 

217 

l.Oe-119 

217 

100 

Arabidopsis thaliana chromosome II 



BAG T8011 genomic 



17190 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
141125 

LIB25-092-Q1-E1-C5 

BLASTN 

g3132469 

217 

l.Oe-119 

217 

100 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141126 

LIB25-092-Q1-E1-C7 

BLASTX 

g4490732 

388 

3.0e-38 

71 

100 

{AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

141127 

LIB25-092-Q1-E1-D10 

BLASTN 

g4159707 

194 

l.Oe-105 

194 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141128 

LIB25-092-Q1-E1-D11 

BLASTN 

g2924733 

149 

2.0e-78 

149 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141129 

LIB25-092-Q1-E1-D2 

BLASTX 

g832876 

251 

4.0e-22 

55 

87 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



17191 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141130 

LIB25-092-Q1-E1-D3 

BLASTX 

g267073 

254 

2,0e-22 

46 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184__pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 {M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141131 

LIB25-092-Q1-E1-D4 

BLASTN 

gl871173 

216 

l.Oe-118 

216 

100 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141132 

LIB25-092-Q1-E1-D5 

BLASTX 

gl351272 

362 

4.0e-35 

71 

100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 


141133 


Seq. ID 


LIB25-092-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3250679 


BLAST score 


243 


E value 


3.0e-21 


Match length 


43 


% identity 


100 


NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


Seq. No. 


141134 


Seq. ID 


LIB25-092-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g2924733 


BLAST score 


151 


E value 


l.Oe-79 


Match length 


216 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



clone; 



17192 



® 



MUF9, complete sequence [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141135 

LIB25-092-Q1-E1-D8 

BLASTX 

g4678328 

370 

4.0e-36 

70 

100 

{AL049658) aldehyde dehydrogenase 
[Arabidopsis thaliana] 



(NAD-i-) -like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141136 

LIB25-092-Q1-E1-D9 

BLASTN 

g2351063 



BLAST score 


156 


E value 


1. Oe-82 


Match length 


177 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MCL19, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141137 


Seq, ID 


LIB25-092-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


265 


E value 


9.0e-24 


Match length 


59 


% identity 


81 


NCBI Description 


{AJ224957) RGA-like [Arabidopsis thaliana] 


Seq. No. 


141138 


Seq. ID 


LIB25-092-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


186 


E value 


2.0e-14 


Match length 


40 


% identity 


93 


NCBI Description 


{AC002292) Similar to ATP-citrate-lyase [Arabidops 




thaliana] 


Seq. No. 


141139 


Seq. ID 


LIB25-092-Q1-E1-E12 



clone : 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4510323 

192 

l.Oe-104 

192 

51 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 



Seq. No. 



141140 



17193 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-092-Q1-E1-E4 

BLASTN 

g4581084 

140 

4.0e-73 

171 
100 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAG T30F21 genomic 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141141 

LIB25-092-Q1-E1-E5 

BLASTX 

g2500193 

199 

5.0e-16 

43 
93 

RAC-LIKE GTP BINDING PROTEIN ARAC4 (GTP BINDING PROTEIN 
R0P2) >gi_1304417 (U45236) Description: rac-like protein; 
GTP binding protein; Method: conceptual translation 
supplied by author. [Arabidopsis thaliana] >gi_17777 64 
(U49972) GTP binding protein Rop2At [Arabidopsis thaliana] 



Seq. No. 


141142 


Seq. ID 


LIB25-092-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


gl66867 


BLAST score 


272 


E value 


l.Oe-24 


Match length 


70 


% identity 


79 


NCBI Description 


(J05216) ribosomal protein Sll (probable start 




67) [Arabidopsis thaliana] 


Seq, No. 


141143 


Seq. ID 


LIB25-092-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


178 


E value 


l.Oe-13 


Match length 


37 


% identity 


100 


NCBI Description 


{AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


141144 


Seq. ID 


LIB25-092-Q1-E1-F4 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


134 


E value 


2.0e-69 


Match length 


155 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K2A18, complete sequence [Arabidopsis thaliana] 



TAG clone: 



Seq. No. 



141145 



17194 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-092-Q1-E1-F5 

BLASTN 

g3668073 

80 

3.0e-37 

216 

100 

Arabidopsis thaliana chromosome II BAG T4C15 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 



Seq. No. 


141146 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g2832358 


BLAST score 


137 


E value 


3 . Oe-71 


Match length 


141 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


141147 


Seq. ID 


LIB25-092-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


gl708312 


BLAST score 


174 


E value 


4.0e-13 


Match length 


36 


% identity 


100 


NCBI Description 


HEAT SHOCK PROTEIN 8 


Seq. No. 


141148 


Seq. ID 


LIB25-092-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


g4539309 


BLAST score 


192 


E value 


l.Oe-104 


Match length 


219 


% identity 


96 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


141149 


Seq. ID 


LIB25-092-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g295792 


BLAST score 


416 


E value 


2.0e-41 


Match length 


72 


% identity 


100 


NCBI Description 


(X13611) ribulose bi 




thaliana] 


Seq. No. 


141150 


Seq. ID 


LIB25-092-Q1-E1-G5 


Method 


BLASTN 


NCBI GI 


g4741959 


BLAST score 


177 



-1 (HSP81-1) (HEAT SHOCK PROTEIN 83) 



BAC clone F19H22 



[Arabidopsis 



17195 



E value 


4.0e-95 




907 


^ T ^ ^ ^ T T T 




jNv-,bi uescnpLion 


AraDiuopsis xnaxiana iincDo prorein tLncDoj iukwa, coinpieue 




cds 


oecj. wo. 


1 All 1 


Ot?v^. XiJ 


T TR9^— nQ9— m — T71 — P^ 
JjiDi^O Uj7iC JIJ. oD 










BI.AST score 


115 


E value 


4.0e-58 


iYia.x-Gri ±enyT_n 


X o o 


^ T ^ T ^ T T 

^ j_Qenii.iL.y 


7 


NCBI Descnption 


Arabidopsis thaliana BAG T7I23^ complete sequence 




Lxii;a.c)xu.opsxs Lnaxxanaj 


bec^. wo. 


X4 XXOZ 


Qci/T TPl 

oeq. lu 


JjXdzO— U yz— vJX — EjX — LtO 




■RT aQTM 
DXirib i W 




g.3i?oo yox 


BLAST score 


97 


E value 


2.0e-47 


jxiaiicn xengrn 


OOP 


% identity 


XUU 


NCBI Description 


Arabidopsis thaliana genoinic DNA, chroinosoitie 5, TAG clone 




K21H1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1411oi 


Q^/^ T Pi 

oeq. ±u 


XiXdzo u yz— yx— iiiX— (jy 


TijT/*\ ^ V\ 


DJ-Ltib i W 


WUiil bl 


gz / duxo / 


BLAST score 


136 


E value 


9.0e-71 


Match length 




% identity 


XUU 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MG015^ complete sequence [Arabidopsis thaliana] 


beq. wo. 


141104 


Qo/^ TP) 

beq. ijj 


lilnZO**Uyz~yi-iljl— nl 




RT TiQT^Y 


NCBI GI 


g4741952 


BLAST score 


247 


E value 


1 . ue**zi 


Match length 


4o 


% identity 


lUU 


LNk^ox jjescnption 


viirio4iZDj iincDo prouem [Araoiaopsis tnaiianaj 


Seq. No. 


141100 


beq. ±u 


lilcZO u yz yi~rjl— nlU 




RT aQTV 


NCBI GI 


g3785989 


BLAST score 


200 


E value 


4.0e-16 


Match length 


63 


% identity 


62 



17196 



NCBI Description {AC005560) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141156 

LIB25-092-Q1-E1-H12 

BLASTX 

gl31381 

311 

4,0e-29 

63 

100 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM 11) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_9974 5_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ {X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141157 

LIB25-092-Q1-E1-H2 

BLASTX 

gl755164 

258 

6.0e-23 

66 

76 

(U75193) germin-like protein [Arabidopsis thaliana] 
>gi_1755168 (U75195) germin-like protein [Arabidopsis 
thaliana] >gi_2239042_emb_CAA73213_ (Y12673) GLP3 protein 
[Arabidopsis thaliana] >gi_4 666250_dbj_BAA77208 , 1_ (D89374) 
germin-like protein 2 precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141158 

LIB25-092-Q1-E1-H3 

BLASTN 

gl6375 

157 

3.0e-83 

157 

100 

A. thaliana gene (LHCP AB 140) 
protein 



for chlorophyll a/b binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141159 

LIB25-092-Q1-E1-H5 

BLASTN 

g4490324 

209 

l.Oe-114 

209 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9A14 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141160 

LIB25-092-Q1-E1-H8 

BLASTX 

gl346702 



17197 



bliAbi score 




E value 


1 Ho — 1 

1 « ue xo 






% identity 


83 


NCBI Description 


EXOPOLYGALACTURONASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ONE GBGA483 PRECURSOR (EXOPG) 
(PECTINASE) (GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_421832_pir S34200 exopolygalacturonase (clone GBGa483) 

- Arabidopsis thaliana >gi_313684_emb_CAA51033_ (X72292) 
exopolygalacturonase [Arabidopsis thaliana] 

141161 

LIB25-093-Q1-E1-A3 

BLASTN 

g4733957 

195 

l.Oe-106 

203 

100 

Arabidopsis thaliana chromosome II BAC T26C18 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



141162 

LIB25-093-Q1-E1-A5 

BLASTN 

g4056476 

197- " 

l.Oe-107 

197 

100 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141163 

LIB25-093-Q1-E1-A6 

BLASTN 

g2854069 

131 

9.0e-68 

139 
99 

Arabidopsis thaliana putative histone deacetylase (HD2) 
mRNA, complete cds 

141164 

LIB25-093-Q1-E1-A8 

BLASTN 

g2459406 

179 

2.0e-96 

179 

100 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141165 

LIB25-093-Q1-E1-A9 
BLASTN 



17198 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4835223 
131 

9.0e-68 

175 

100 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAG clone F18B3 



141166 

LIB25-093-Q1-E1-B3 

BLASTN 

g3399678 

144 

2,0e-75 

197 

100 

Arabidopsis thaliana chromosome 1 BAG F13M7 
complete sequence [Arabidopsis thaliana] 



sequence. 



141167 

LIB25-093-Q1-E1-B4 

BLASTX 

g2118222 

231 

9.0e-20 

62 

77 

H+-transporting ATPase (EG 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P4) - Arabidopsis thaliana >gi_926935 (L44584) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 


141168 


Seq. ID 


LIB25-093-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


213 


E value 


l.Oe-17 


Match length 


51 


% identity 


84 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment) 


Seq. No. 


141169 


Seq. ID 


LIB25-093-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g3128143 


BLAST score 


130 


E value 


4.0e-67 


Match length 


186 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 



MTI20, complete sequence [Arabidopsis thaliana] 



Seq. No. 141170 

Seq. ID LIB25-093-Q1-E1-B9 

Method BLASTX 

NCBI GI g4105794 



17199 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

4.0e-15 

40 

68 

(AF049928) 



PGP224 [Petunia x hybrida] 



141171 

LIB25-093-Q1-E1-C1 

BLASTN 

g3449320 

185 

l.Oe-100 

193 

99 

Arabidopsis thai i ana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 



Pi clone: 



Seq. No. 


141172 




Seq. ID 


LIB25-093- 


-Ql-El-Dl 


Method 


BLASTX 




NCBI GI 


g2687686 




BLAST score 


279 




E value 


2,0e-25 




Match length 


56 




% identity 


100 




NCBI Description 


{AJOGOllO 


cystatin 


Seq. No. 


141173 




Seq. ID 


LIB25-093- 


-Q1-E1-D12 


Method 


BLASTX 




NCBI GI 


g2499973 




BLAST score 


192 




E value 


3.0e-15 




Match length 


41 




% identity 


95 




NCBI Description 


PHOTOSYSTEM II 5 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



OTEIN PRECURSOR (PSII-T) 
>gi_1465366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

141174 

LIB25-093-Q1-E1-D2 

BLASTN 

gl66643 

201 

l.Oe-109 

201 

100 

Arabidopsis thaliana chlorophyll A/B-binding protein gene, 
complete cds 

141175 

LIB25-093-Q1-E1-D4 

BLASTX 

gl695717 

216 

5.0e-18 
45 



17200 



% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

{D89341) 



luminal binding protein [Arabidopsis thaliana] 



141176 

LIB25-093-Q1-E1-D6 

BLASTN 

g4468103 

185 

l.Oe-100 

185 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



141177 

LIB25-093-Q1-E1-D9 

BLASTN 

g497420 

180 

5.0e-97 

187 

99 

Arabidopsis thaliana 
ammonia-lyase (PAL2) 



BAG clone M3E9 



(strain Columbia) phenylalanine 
gene, complete cds 



141178 

LIB25-093-Q1-E1-E1 

BLASTN 

g4760411 

178 

9.0e-96 

178 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAG F25C20 sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141179 

LIB25-093-Q1-E1-E11 

BLASTN 

g4586241 

83 

2.0e-39 

127 

91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone T20K18 



141180 

LIB25-093-Q1-E1-E2 

BLASTN 

g4220633 

137 

3.0e-71 

137 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAG clone 



17201 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141181 

LIB25-093-Q1-E1-E3 

BLASTN 

g4415905 

148 

7.0e-78 

156 

99 

Arabidopsis thaliana chromosome II BAG F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141182 

LIB25-093-Q1-E1-E6 

BLASTN 

g2232147 

146 

l.Oe-76 

182 

100 

Arabidopsis thaliana 14-3-3-like protein GF14 upsilon 
(GRF5) gene, complete cds 

141183 

LIB25-093-Q1-E1-E9 

BLASTX 

g2495256 

285 

4.0e-26 

61 

93 

STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1 HOMOLOG (HMG 

PROTEIN) >gi_481756_pir S39242 HMG protein - Madagascar 

periwinkle >gi_433872_einb_CAA82251_ (Z28410) HMG protein 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141184 

LIB25-093-Q1-E1-F10 

BLASTN 

gl246400 

157 

3.0e-83 

157 

100 

A. thaliana mRNA for ferritin 
141185 

LIB25-093-Q1-E1-F5 

BLASTX 

g4581139 

343 

7.0e-33 

64 

98 

(AC006919) putative ABC transporter [Arabidopsis thaliana] 



Seq. No. 



141186 



17202 





T.XR^S-OQ^-OI -FA -F7 

J-lJ-D^U VJ-?J S^X CiX £ f 


L ie LiikJk>l 


RT.A^TN 


NCBI GI 


gl669386 


BLAST score 


70 




^ . ut? ox 




X J 


^ T Y*\ ^ T ^ T T 

^ iuenuiL.y 


1 nn 
xuu 




flr*;:!!^! Hnnc; 1 c; i-hali;^n;^ sntin 9 fAPT?^ G^TlP" . COm'Dlete cds 


beq. JNO . 


141-107 

Xfi X 10 / 


oct^. XU 






OXlTIO J. 


iNCOl ^X 


0 0 J / ^ 


BLAST score 


163 


E value 


7.0e-87 


K^^"H/~iVi T /T "f" V% 

rio, Lcn xeny uii 


XO / 


% identity 


Q 


NCBI Description 


iiraDiQopsis I. nail ana cnromosuiue ii Dri^../ l\j±kj^h^ ytJiiuiLixo 




O cqU.CllV-.t5 / OUlli^Xc U t; OtSt^U-CllOC j_J-lXClA-'XSJ.^J^OXO t.liClJ-XCLJ,iC3. J 


oecj, iNo, 


1 4 1 1 P fl 
X ft X 1 0 0 


OfcJt^. XJJ 


j_jXDZ.J (J^J W-L IjX oxvj • 


ruts Liiuu. 


OXjf^jO 1 Vi 


NCBI GI 


gl6440 


BLAST score 


170 


E value 


0 . ue i?i 


Match length 




^ laentiTiy 




NCBI Description 


A.tnaiiana rKrvase gene xor Kiouiose o pnospnatc kiiiuoc 


beq. NO. 


1 >! 1 1 Q Q 

14 iio y 


becj. xjj 


liXD^^ Stil i-*! 


Method 


Clj/lb 1 A 


NCBI GI 


gl495251 


BLAST score 


323 


E value 


1 • ue ju 


Match length 




% identity 


lOU 


NCBI Description 


\Zi/Uoi4j neau snocK proi-em j_r\xajjiu.opbio Liia.iia.iicij 


beq. JNO. 


1411 yu 


beq. ijj 


1j1JD.^O U-?0 Vil 1-j1 




oxino J. IN 


"MT'nX PX 
I-NodX IjX 


gjfi ^ jooi 


BLAST score 


199 


E value 


l.Oe-108 


ixiaLcn lengun 


1 QQ 
1 y 


% identity 


o / 


NCBI Description 


Arabidopsis thaliana genomic DNA/ chroitiosoitie 5/ PI clone 




iyiJNL/i / , coiupieT,e sequence LfiraDiaopsis unaiia.nd.j 


Seq. No. 


1 ;i 1 1 n 1 

141191 


Seq. ID 


LIB25-093-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


162 


E value 


l.Oe-11 



17203 



€1 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
65 

{AC006232) 



putative lipase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141192 

LIB25-093-Q1-E1-G8 

BLASTX 

g2119846 

269 

3.0e-24 

53 
100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



141193 

LIB25-093-Q1-E1-H10 

BLASTN 

g4733952 

106 

7.0e-53 

176 

100 

Arabidopsis thaliana chromosome I 
sequence/ complete sequence 



BAC F23H11 genomic 



141194 

LIB25-093-Q1-E1-H2 

BLASTN 

g4580745 

87 

2.0e-41 

127 

99 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC F10O3 sequence, 



141195 

LIB25-093-Q1-E1-H3 

BLASTX 

gll9350 

233 

5.0e-20 

47 

100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi__81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919___13 {AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 



17204 



[Arabidopsis thaiiana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141196 

LIB25-093-Q1-E1-H4 

BLASTX 

g730526 

271 

2.0e-24 

48 
100 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaiiana >gi_404166_einb__CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141197 

LIB25-093-Q1-E1-H5 

BLASTX 

g2119846 

254 

2.0e-22 

50 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaiiana >gi_16364_enib_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaiiana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaiiana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141198 

LIB25-093-Q1-E1-H6 

BLASTN 

g4567259 

67 

l.Oe-29 

191 

100 

Arabidopsis thaiiana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141199 

LIB25-093-Q1-E1-H7 

BLASTN 

g2980757 

197 

l.Oe-107 

197 

100 

Arabidopsis thaiiana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141200 

LIB25-093-Q1-E1-H9 

BLASTN 

gl7674 



17205 



BLAST score 


90 


Sit VCI.XU.C 


1 . Oe-43 


no. L Oil XcliyLIl 






1 no 

X u u 




A thai iana 04 2 snRNA aene 




141 901 

X X ^ VJ X 


•^f^rr TO 


LIB25-094-O1-E1-A12 


lit::; L.iivjv^ 






a217870 


BLAST score 


197 


E value 


l.Oe-107 




197 

X J / 




1 nn 

xu u 




jf-1 • UllO-XXcLllCl lUr\lNrl J-kJI. L (^^ILipXtTA. pwXy l_ XtJ.C X Ll\ 




/^OTTIT^I O'Ho Q 


oeg. iNO. 


Xft XZU/C 




T,TR9S-0Q4-O1 -FA -A9 

xjxo^^ vjj'i S^x hjx 




RT.A^TN 


NCBI GI 


g4741961 


BLAST score 


199 


Hi Vd-LLIC 


1 Op-10ft 

X • U C X V o 


lUT'a "I- *^T^ n /'n 1 V\ 

lYiai-cn xengi,n 


1 QQ 


^ iaeTiL.ii-y 


1 00 
XU U 


vi\^D± UcoOX L.-LUI1 


rVL dUX VA^po X O UllClXXCliJlCt COJufO pXkJUCXii \ C OXJkJ f ILLlXLNZ^f 




1 A1 90*^ 
X^ X^ U O 




T.TR9 R-0Q4-ri1 -F1 -A*^ 




"RT.Af^TN 


NCBI GI 


g3776004 


BLAST score 


192 


Zt va.xu.e 


X • uc xu ^ 


Match length 


xyz 


% identity 


1 nn 
xuu 




AT;::ihii Honc! T <5 "h h 3 1 1 ;5 Ti ?i "mRNA fny DF.AD box RNA hel 


06C^ • IMO • 


141 904 
Xfi x^ u*± 


OC(^» xu 


T.TR9^-0Q4-ni -F1 -R1 0 

XlX£3^<J VJ ^ 1 S^X I-jX OXU 




BLASTN 


IN^DX OX 




BLAST score 


151 


E value 


l.Oe-79 




1 PR 
X o o 


% identity 


1 00 
XUU 


jN^^ox uescx xp uxon 


rli dUXtivjpo X o UlldXXdild ^tillvJltlXU' t^LNrl/ L^ilX WllLv.Jo'w'iLLtS 




MVr* Q r^orrrn 1 oi" o com lOTir^o fATaV^n Hon ^i q "hh^il ipdaI 

lyLc^y^^f OvJlLipXCUC OC^LlCllOti {_ AX dU X LlUp o X O L.lldXXdildJ 




1 41 90 ^ 
X ^ X/- uo 


Seq. ID 


LIB25-094-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g4006865 


BLAST score 


354 


E value 


3,0e-34 


Match length 


64 



complete cds 



% identity 

NCBI Description 



100 

{Z99707) putative protein [Arabidopsis thaliana] 



17206 



Seq. No. 141206 

Seq. ID LIB25-094-Q1-E1-B12 

Method BLASTX 

NCBI GI g2281095 

BLAST score 184 

E value 3.0e-14 

Match length 4 6 

% identity 83 

NCBI Description (AC002333) cysteine synthase, cpACSl [Arabidopsis thaliana] 

Seq. No. 141207 

Seq. ID LIB25-094-Q1-E1-B4 

Method BLASTX 

NCBI GI g2119846 

BLAST score 308 

E value 8.0e-29 

Match length 60 

% identity 100 



NCBI Description chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364__emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi^3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 




Seq. No. 


141208 




Seq. ID 


LIB25-094-Q1-E1- 


-B5 


Method 


BLASTX 




NCBI GI 


g4454567 




BLAST score 


254 




E value 


2.0e-22 




Match length 


50 




% identity 


100 




NCBI Description 


(AF128407) EDSl 


[Ar< 


Seq. No. 


141209 




Seq. ID 


LIB25-094-Q1-E1 


-B7 


Method 


BLASTN 




NCBI GI 


gl785618 




BLAST score 


99 




E value 


l.Oe-48 




Match length 


126 




% identity 


100 




NCBI Description 


Artificial sequence 




fusion protein 


(134 


Seq. No. 


141210 




Seq. ID 


LIB25-094-Q1-E1 


-B8 


Method 


BLASTN 




NCBI GI 


g3250673 




BLAST score 


195 




E value 


l.Oe-106 




Match length 


195 




% identity 


100 





T-DNA; GUS 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 



17207 



(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141211 

LIB25-094-Q1-E1-B9 

BLASTN 

g3402695 

199 

l.Oe-108 

199 

100 

Arabidopsis thaliana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq* wo. 


14 1/: Iz 


Seq. ID 


LIB25-094-Q1-E1-G3 


Method 


BLASTX 


iNLbi bi 


g4 u / yy -1 


BLAST score 


lob 


E value 


1 . Oe-Oo 


Matcn lengtn 


ou 


% identity 


A Q 


NGBI Description 


(L25125) RNA helicase [Mus musculusj 


o e q . In o . 


1^ IZ lO 


Seq. ID 


LIB25-094-Q1-E1-G4 


Method 


BLASTN 


NGBI GI 


g4760411 


BLAST score 


201 


E value 


l.Oe-109 


Match length 


201 


% identity 


100 


NGBI Description 


Arabidopsis thaliana chromosome 1 BAG 




complete sequence 


Seq. No. 


141214 


Seq. ID 


LIB25-094-Q1-E1-G5 


Method 


BLASTX 


NGBI GI 


g3915823 


BLAST score 


275 


E value 


6.0e-25 


Match length 


53 


% identity 


98 



BAG F25G20 sequence, 



NGBI Description [Segment 1 of 2] 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



141215 

LIB25-094-Q1--E1-G6 

BLASTX 

g2119846 

278 

3.0e-25 

55 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_GAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AG004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 



17208 



thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141216 

LIB25-094-Q1-E1-C8 

BLASTN 

g2058281 

157 

3,0e-83 

157 

100 

A. thaliana mRNA for AtRanBPla protein 
141217 

LIB25-094-Q1-E1-C9 

BLASTN 

g905390 

199 

l.Oe-108 

199 
100 

Arabidopsis thaliana serine acetyltransf erase {Sat-52) 
mRNA, complete cds 

141218 

LIB25-094-Q1-E1-D10 

BLASTX 

g4689386 

180 

9.0e-14 

39 

87 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 

141219 

LIB25-094-Q1-E1-D12 

BLASTN 

g4490324 

180 

5.0e-97 

201 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141220 

LIB25-094-Q1-E1-D3 

BLASTN 

gl532162 

141 

l.Oe-73 

204 

100 

Arabidopsis thaliana AT. I. 24-1, AT. 1.24-2, 
AT. 1.24-4, AT. I. 24-5, AT. I. 24-6, AT. I. 24-9 



AT. I. 24-3, 
and AT. I, 24-14 



genes, partial cds, AT. 1.24-7, ascorbate peroxidase 



17209 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT, I 
141221 

LIB25-094-Q1-E1-D5 

BLASTN 

g2618600 

180 

5.0e-97 

180 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 

141222 

LIB25-094-Q1-E1-D7 

BLASTX 

g3688799 

230 

l.Oe-19 

46 

100 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141223 

LIB25-094-Q1-E1-D9 

BLASTX 

gl24224 

272 

l.Oe-24 

55 

96 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345__pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ {X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

141224 

LIB25-094-Q1-E1-E1 

BLASTN 

g3831448 

201 

l.Oe-109 

201 

100 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141225 

LIB25-094-Q1-E1-E4 

BLASTX 

g401169 

212 

l.Oe-17 

40 
100 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 



17210 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141226 

LIB25-094-Q1-E1-E5 

BLASTN 

g2924729 

193 

l.Oe-105 

193 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.2.1.8) - Arabidopsis 
peptidyl-prolyl cis-trans 
992643 (U32186) 



141227 

LIB25-094-Q1-E1-E6 
BLASTX 
gl076366 
267 

5.0e-24 

51 
100 

peptidylprolyl isomerase (EC 
thaliana >gi_460968 (U07276) 
isomerase [Arabidopsis thaliana] >gi_ 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



141228 

LIB25-094-Q1-E1-E9 
BLASTX 
gll9143 
330 

2.0e-31 
65 
95 

ELONGATION FACTOR 1-ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 

(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ (X16 
1-alpha [Arabidopsis thaliana] 

(X16431) elongation factor 1-a 
>gi_1532172 {U63815) EF-lalpha 
>gi_1532173 {U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA34453_ 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_l 36992 8_emb_CAA3 4 4 55__ 
Ipha [Arabidopsis thaliana] 
-Al [Arabidopsis thaliana] 
-A2 [Arabidopsis thaliana] 
-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141229 

LIB25-094-Q1-E1-F1 

BLASTN 

g2618677 

201 

l.Oe-109 

201 

100 

Arabidopsis thaliana BAC F21B7 chromosome 1, 
sequence [Arabidopsis thaliana] 



complete 



17211 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141230 

LIB25-094-Q1-E1-F10 

BLASTX 

g4587543 

302 

4.0e-28 

59 

100 

(AC006577) Belongs to the PF__00657 Lipase/Acylhydrolase 
with GDSL-motif family. EST gb_AB015099 comes from this 
gene, [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141231 

LIB25-094-Q1-E1-F11 

BLASTN 

g3212846 

166 

l.Oe-88 

188 

100 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141232 

LIB25-094-Q1-E1-F12 

BLASTN 

g2262097 

185 

l.Oe-100 

185 

100 

Arabidopsis thaliana chromosome IV BAG T19F6 genomic 
sequence, complete sequence 



Seq. No. 


141233 


Seq. ID 


LIB25-094-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g3123744 


BLAST score 


52 


E value 


l.Oe-20 


Match length 


100 


% identity 


88 


NCBI Description 


Bras si ca napus mRNA for 


Seq. No. 


141234 


Seq, ID 


LIB25-094-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g730544 


BLAST score 


240 


E value 


8.0e-21 


Match length 


45 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L2 


Seq. No. 


141235 


Seq. ID 


LIB25-094-Q1-E1-F7 


Method 


BLASTN 



17212 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885325 
195 

l.Oe-106 

195 

100 

Arabidopsis thaiiana chromosome II BAG T20P8 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 





C • IN • 


141236 




D • J-Lf 


LIB25-094-O1-E1-F8 






RTiASTX 




NCBI GI 


g2244807 






^ X u 




III Vd-LLIC 


3 Oe-18 




Match length 


69 




% identity 


61 




iNL^i3± uesciTipuxcjix 


/'7Q7'^'^^\ 1 pa 1 "nTotpi n f ArabidoDsis 




beq. NO. 






beq, lu 


XJ± J3Z O U ^fi y X JliX kJj. 




Method 


RT a QTKT 




NLBi (j1 


g4 Do OZ4 X 






170 




hi vaxue 


O • Ut5 ^ X 




ixiaT-cn ±eny tn 


z u o 




% identity 


100 




NCBI Description 


Arabidopsis thaiiana DNA chromosome 4, BAG 






\lliOOi-i pxL>jcv_L; 




beq. JNo . 


Xft XiOO 






T.TR9S-094-O1-E1-G3 




lyieTinoci 


RT a^Ty 






y z u DZ X o f 




JDXxriu 1 OOUJ-O 


O T *J 




Hi V d-L U-C 


4 Oe-33 




Match length 


66 




% identity 


100 




iNUoi jjescript-ion 


^Zipnni^^4^\ Pt-oI 1 n(a— T"! pb nr*o1"*=^i n AP(^ "i solocr 

^riO vJ U X O *4 J / irxUxxiJ.c xxv^Xi. ^xwl.cxii iT.x\j xovjxv-'y 


o 




T,naxxaria j 




beq. iNO . 


Xfi XZO-7 




beq. ID 






Method 


RT n QT^M 






a2058281 




BLAST score 


159 




E value 


2,0e-84 




Match length 


159 




% identity 


100 




NCBI Description 


A. thaiiana mRNA for AtRanBPla protein 




Seq» No. 


141240 




Seq. ID 


LIB25-094-Q1-E1-G5 




Method 


BLASTN 




NCBI GI 


g4049332 




BLAST score 


115 




E value 


3.0e-58 




Match length 


197 



T20K18 



17213 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

141241 

LIB25-094-Q1-E1-H1 

BLASTN 

g4538990 

103 

5.0e-51 

207 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

141242 

LIB25-094-Q1-E1-H10 

BLASTX 

g2454184 

311 

4.0e-2 9 

64 

100 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 



F8B4 



T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141243 

LIB25-094-Q1-E1-H12 

BLASTX 

g974216 

323 

l.Oe-30 

65 

52 

(X90652) TATA-box binding protein [Zea mays] 
141244 

LIB25-094-Q1-E1-H2 

BLASTX 

g3298542 

184 

3.0e-14 

65 

52 

{AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141245 

LIB25-094-Q1-E1-H4 

BLASTX 

g3341676 

287 

2.0e-26 

57 

100 

{AC003672) putative glycosyl hydrolase [Arabidopsis 
thaliana] 



17214 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141246 

LIB25-094-Q1-E1-H5 

BLASTN 

g4159707 

198 

l.Oe-107 

198 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13/ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141247 

LIB25-094-Q1-E1-H7 

BLASTN 

g2642214 

196 

l.Oe-106 

196 
100 

Arabidopsis thaliana NOI protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141248 

LIB25-094-Q1-E1-H8 

BLASTX 

gll5767 

249 

7.0e-22 

50 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X039Q7) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372__emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141249 

LIB25-095-Q1-E1-A1 

BLASTX 

g2738248 

227 

3.0e-19 

64 

75 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141250 

LIB25-095-Q1-E1-A10 

BLASTN 

g3702724 

41 

5.0e-14 

161 

86 



17215 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141251 

LIB25-095-Q1-E1-A11 

BLASTX 

g2149051 

222 

l,0e-18 

42 

100 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No, 
Seq, ID 
Method 
NCBI GI 



141252 

LIB25-095-Q1-E1-A12 

BLASTN 

g2351073 



BLAST score 


1 DO 


E value 


8 . Oe-90 


Match length 


203 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 


MYJi4/ compxeue sequence [HraDiuopsio uiict-Lxciiicij 


Seq, No. 


141253 


Seq. ID 


T T"DOE:_nQi^_Al —TP 1 — Zi 4 

Lib^sD— u yo— Ul il*X -t^^ 


Method 


BLASTX 


NCBI GI 


g3080392 


BLAST score 


209 


E value 


4.0e-17 


Match length 


53 


% identity 


83 


NCBI Description 


(AL022603) glucose transporter [Arabidopsis thai 


Seq. No. 


141254 


Seq. ID 


LIB25-095-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


g4519183 


BLAST score 


191 


E value 


l.Oe-103 


Match length 


218 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K15C23, complete sequence 


Seq- No. 


141255 


Seq. ID 


LIB25-095-Q1-E1-B1 


Method 


BLASTN 


NCBI GI 


g4538990 


BLAST score 


69 


E value 


l.Oe-30 



PI clone: 



Match length 

% identity 

NCBI Description 



158 
100 

Arabidopsis thaliana DNA chromosome A, BAG clone 
(ESSA project) 



T5L19 



17216 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141256 

LIB25-095-Q1-E1-B2 

BLASTX 

g629602 

382 

2.0e-37 

73 
99 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative iinbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141257 

LIB25-095-Q1-E1-B4 

BLASTX 

g2118017 

254 

2.0e-22 

60 

72 

non-S-RNase (EC 
>gi__1526417_dbj 
pyrif olia] 



3.1.-.-) - Japanese pear 
BAA08475 (D49529) ribonuclease [Pyrus 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141258 

LIB25-095-Q1-E1-B5 

BLASTN 

g3128143 

219 

l.Oe-120 

219 

100 

Arabidopsis thaliana genomic DNA^ chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141259 

LIB25-095-Q1-E1-B7 

BLASTX 

gl37465 

339 

2.0e-32 

73 

95 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637__pir ^A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141260 

LIB25-095-Q1-E1-B8 

BLASTN 

gll81530 

213 

l.Oe-116 

213 

100 



17217 




NCBI Description Arabidopsis thaliana thionin (Thi2.1) mRNA, complete cds 

Seq. No. 141261 

Seq. ID LIB25-095-Q1-E1-B9 

Method BLASTX 

NCBI GI g2160168 

BLAST score 261 

E value 3.0e-23 

Match length 47 

% identity 100 

NCBI Description (AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 

Seq. No. 141262 

Seq. ID LIB25-095-Q1-E1-C1 

Method BLASTN 

NCBI GI g2062705 

BLAST score 36 

E value 5.0e-ll 

Match length 4 9 

% identity 56 

NCBI Description Hioman butyrophilin {BTF5) mRNA, complete cds 

Seq, No. 141263 

Seq. ID LIB25-095-Q1-E1-C10 

Method BLASTN 

NCBI GI g2746340 

BLAST score 199 

E value l.Oe-108 

Match length 199 

% identity 100 

NCBI Description Arabidopsis thaliana ATA27 mRNA, complete cds 
141264 

LIB25-095-Q1-E1-C11 
BLASTN 
g2832689 
205 

l.Oe-112 
205 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A21 
(ESSAII project) 

Seq. No. 141265 

Seq. ID LIB25-095-Q1-E1-C2 

Method BLASTN 

NCBI GI g4468801 

BLAST score 89 

E value 9.0e-43 

Match length 158 

% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17218 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141266 

LIB25-095-Q1-E1-C5 

BLASTX 

gl946367 

357 

l.Oe-34 

71 

100 

(U93215) unknown protein [Arabidopsis thaliana] 
141267 

LIB25-095-Q1-E1-C6 

BLASTN 

g3869069 

149 

2.0e-78 

218 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141268 

LIB25-095-Q1-E1-C8 

BLASTX 

g4741954 

308 

8.0e-29 

60 

100 

{AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
141269 

LIB25-095-Q1-E1-D10 

BLASTN 

g4454447 

201 

l.Oe-109 

201 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141270 

LIB25-095-Q1-E1-D12 

BLASTN 

g2832667 

187 

l.Oe-101 

187 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141271 

LIB25-095-Q1-E1-D5 

BLASTX 

gll75013 



17219 



BLAST score 


# 

260 


E value 


3.0e-23 


Match length 


49 


% identity 


100 


NCBI Description 


PLASMA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

pxcisiiLd lu^iiibrane intrinsic protein 2a - Arabidopsis thaliana 
>gi 472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a~ [Arabidopsis thaliana] 

141272 

LIB25-095-Q1-E1-D9 

BLASTN 

g4220638 

171 

l.Oe-91 

201 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141273 

LIB25-095-Q1-E1-E1 

BLASTX 

g4567286 

209 

4.0e-17 

58 

74 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141274 

'LIB25-095-Q1-E1-E10 

BLASTN 

g4220510 

174 

2.0e-93 

201 

96 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F22K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141275 

LIB25-095-Q1-E1-E2 

BLASTN 

g2924651 

176 

2.0e-94 

176 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 

141276 

LIB25-095-Q1-E1-E4 

BLASTX 

gl491615 



TAG clone: 



17220 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 

l.Oe-17 

56 

75 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141277 

LIB25-095-Q1-E1-E8 

BLASTN 

g2651294 

77 

2.0e-35 

221 

100 

Arabidopsis thaliana chromosome II BAC T2P4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141278 

LIB25-095-Q1-E1-E9 

BLASTN 

g4159703 

106 

8.0e-53 

143 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K5F14, complete sequence 

141279 

LIB25-095-Q1-E1-F10 

BLASTN 

g3510343 

105 

3.0e-52 

128 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

141280 

LIB25-095-Q1-E1-F11 

BLASTX 

gl345594 

149 

4.0e-10 
61 
94 

14_3_3_LiKE PROTEIN GF14 KAPPA >gi_1022780 
Kappa isoform [Arabidopsis thaliana] 



(U36447) GF14 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



141281 

LIB25-095-Q1-E1-F12 

BLASTX 

g401169 

216 

5.0e-18 



17221 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 
100 

TRANSLAT TONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
141282 

LIB25-095-Q1-E1-F2 

BLASTN 

gl935913 

215 

l.Oe-118 

222 
100 

Arabidopsis thaliana lethal leaf -spot 1 homolog (Llsl) 
mRNA, partial cds 

141283 

LIB25-095-Q1-E1-F3 

BLASTX 

g464987 

261 

3.0e-23 

49 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin— protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi 297878 einb_CAA78715_ (Z14991) ubiquitin conjugating 
enz^e [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

141284 

LIB25-095-Q1-E1-F5 

BLASTX 

g3892712 

369 

6.0e-36 

72 

100 

(AL033545) adenine phosphoribosyltransf erase (EC 
2.4.2,7) -like protein [Arabidopsis thaliana] 



Seq^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141285 

LIB25-095-Q1-E1-F6 

BLASTN 

g2288886 

202 

l.Oe-110 

202 

84 

Arabidopsis thaliana mRNA for mevalonate diphosphate 
decarboxylase 

141286 

LIB25-095-Q1-E1-F8 

BLASTX 

g3461848 



17222 




360 

6.0e-35 
71 
100 

(AC005315) putative ATPase [Arabidopsis thaliana] 

Seq. No. 141287 

Seq. ID LIB25-095-Q1-E1-G1 

Method BLASTN 

NCBI GI g3212102 

BLAST score 157 

E value 3.0e-83 

Match length 181 

% identity 100 

NCBI Description Arabidopsis Thaliana BAG F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141288 

LIB25-095-Q1-E1-G10 

BLASTX 

g3776029 

320 

3.0e-30 

63 

100 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
141289 

LIB25-095-Q1-E1-G12 

BLASTX 

g3688799 

271 

2.0e-24 
64 

80 ^.^ 
(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141290 

LIB25-095-Q1-E1-G2 

BLASTN 

g4757414 

101 

8.0e-50 
220 

98 ^ ^ 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No. 141291 

Seq. ID LIB25-095-Q1-E1-G6 

Method BLASTN 

NCBI GI g4376087 

BLAST score 216 

E value l.Oe-118 

Match length 216 

% identity 100 



17223 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141292 

LIB25-095-Q1-E1-G8 

BLASTN 

g4335744 

41 

5.0e-14 

77 

88 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141293 

LIB25-095-Q1-E1-H1 

BLASTN 

g4249393 

181 

2.0e-97 

220 
98 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



141294 

LIB25-095-Q1-E1-H4 

BLASTX 

g2129944 

210 

3.0e-17 

46 

83 

RNA-binding protein RZ-1 
>gi_l 3951 93_db j _BAA1 2 0 6 4_ 



- wood tobacco 
{D83696) RNA-binding protein RZ-1 

(028861) 



Seq. No. 
Seq. ID 
Method 



[Nicotiana sylvestris] >gi_l 4 3 50 62_dbj _BAAO 60 12_ 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 



141295 

LIB25-095-Q1-E1-H5 

BLASTX 

g544424 

204 

l,0e-16 

39 

97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

141296 

LIB25-095-Q1-E1-H8 
BLASTN 



17224 



NCBI GI g4220635 

BLAST score 214 

E value l.Oe-117 

Match length 214 

% identity 100 ^ 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

Seq. No. 141297 

Seq. ID LIB25-095-Q1-E1-H9 

Method BLASTX 

NCBI GI g267146 

BLAST score 332 

E value l.Oe-31 

Match length 66 

% identity 95 

NCBI Description DNA TOPOISOMERASE I >gi_997 62_pir_S22864 DNA topoisomerase 

(EC 5.99.1.2) I - Arabidopsis thaliana 
>gi_16558_emb_CAA407 63_ (X57544) topoisomerase I 

[Arabidopsis thaliana] >gi_445137_prf_1908437A 
topoisomerase I [Arabidopsis thaliana] 

Seq. No. 141298 

Seq. ID LIB25-096-Q1-E1-A10 

Method BLASTX 

NCBI GI g2586157 

BLAST score 330 

E value 2.0e-31 

Match length 66 

% identity 100 

NCBI Description (AF002220) Icinesin-like calmodulin-bindmg protein 
[Arabidopsis thaliana] 

Seq. No. 141299 

Seq. ID LIB25-096-Q1-E1-A4 

Method BLASTX 

NCBI GI g2914701 

BLAST score 356 

E value 2.0e-34 

Match length 66 

% identity 100 

NCBI Description (AC003974) putative cytochrome b5 [Arabidopsis thaliana] 

Seq. No. 141300 

Seq. ID LIB25-096-Q1-E1-A6 

Method BLASTX 

NCBI GI gl246019 

BLAST score 290 

E value l,0e-26 

Match length 56 

% identity 100 ^ ^ - 

NCBI Description {S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4. Peptide Mutant, 395 aa] [Arabidopsis] 

Seq. No. 141301 

Seq. ID LIB25-096-Q1-E1-A8 

Method BLASTN 



17225 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl546699 
214 

l.Oe-117 

214 

100 

A.thaliana mRNA for peroxidase ATP18a 
141302 

LIB25-096-Q1-E1-A9 

BLASTX 

g228456 

282 

9.0e-26 

50 

100 

Gin synthetase [Arabidopsis thaiiana] 



141303 

LIB25-096-Q1-E1-B5 

BLASTX 

g4105798 

257 

8.0e-23 

70 
59 

(AF049930) PGP237-11 



[Petunia x hybridaj 



141304 

LIB25-096-Q1-E1-B6 

BLASTX 

gll71991 

353 

4.0e-34 

73 
96 

PHENYLALANINE AMMONIA-LYASE 1 >gi_1076369_pir S52990 

phenylalanine ammonia- lyase (EC 4.3.1.5) - Arabidopsis 
thaiiana >gi_4 97419 (L33677) phenylalanine ammonia lyase 
[Arabidopsis thaiiana] 

141305 

LIB25-096-Q1-E1-B7 

BLASTX 

g2961390 

261 

3.0e-23 

50 

100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141306 

LIB25-096-Q1-E1-B8 

BLASTN 

g2980757 

194 

l.Oe-105 



17226 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

141307 

LIB25-096-Q1-E1-C11 

BLASTX 

gll45697 

339 

2.0e-32 

67 

100 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 

141308 

LIB25-096-Q1-E1-C12 

BLASTX 

g4741929 

215 

7.0e-18 

62 

65 

(AF130253) membrane related protein CP5 [Arabidopsis 
thaliana] 





Seq. No. 


141309 




Seq. ID 


LIB25-096-Q1-E1-C2 




Method 


BLASTN 




NCBI GI 


gSllOBO 




BLAST score 


112 




E value 


2,0e-56 




Match length 


112 




% identity 


100 




NCBI Description 


A. thaliana HEM15 mRNA 




Seq. No. 


141310 




Seq. ID 


LIB25-096-Q1-E1-C4 




Method 


BLASTX 




, NCBI GI 


g4490705 




BLAST score 


359 




E value 


8.0e-35 




Match length 


72 




% identity 


100 




NCBI Description 


(AL035680) ribosomal ; 






thaliana] 




Seq. No. 


141311 




Seq. ID 


LIB25-096-Q1-E1-C6 




Method 


BLASTN 




NCBI GI 


g3335331 




BLAST score 


191 




E value 


l.Oe-103 




Match length 


191 




% identity 


100 




NCBI Description 


Arabidopsis thaliana 



ribosomal protein L14-like protein [Arabidopsis 



1 BAC T8F5 sequence. 



17227 



complete sequence [Arabidopsis thaliana] 



SeQ. No. 


141312 


Seq. ID 


LIB25-096-Q1-E1-C7 


Method 


BLASTX 


NPRT GT 


a3128175 




167 


F! T IIP 

III V CL-L Li 


3 Oe-12 


Mritch Ipncrth 


57 


o J. <wid 1 L. X u. y 


49 




{ 7\G()()d^yi ) nn Vnown TiTn'hfi i n f AtpiIti Hon^ is 'hhal'ianal 

\Jri.\^\J \J ^ ^ £t ^ f UlxX JvXxVw' W 11 k>> X W la. ^ X 1 1 .n.X ClJu' X k> O X O Lrlld.-! — l_Cill{^j 


Sea. No. 


141313 


Seq. ID 


LIB25-096-Q1-E1-C8 


Method 


BLASTX 


NPRT GT 


g999542 




204 


ill V d _L U.CJ 


1 - Oe-16 


Match lenoth 


58 




66 






kJ • L N VJ • 


141314 


Seq. ID 


LIB25-096-Q1-E1-D10 


Method 


BLASTX 


NPRT GT 

IN^DX OX 


y X u oo k> 


OXltiO 1 ov^^Jxc 




xj vaxue 


9 n^i— 9 0 








Q 

O -? 


INk^lDX UeSCx xpX-xOIi 


DUo l\XJD^Jo^JL^LriJ_i irr\Vj i IliXiN xiX 


O G . LN U • 


X rl X J X J 


Seq. ID 


LIB25-096-Q1-E1-D2 


Method 


BLASTN 


NPRT GT 

iN^OX OX 


rrl 4QR9Sn 






J-j V CLX u.^ 




Match lencrth 


149 


O XU.dlL.XU._y 


ft?! 
o o 


IMv^OX X'CO ox X^ L.XvJii 


T\ "HVi^ili^Tia TnT5KTZ\ "Fot^ Vio^i* — qVioo V ■nT'O'hoi n 

* L>liCL X X CLliCl iUI\Lv.o. XWX IxcO. C iDi.iWL^J\. L.'X^L.CXix 


O V? * X\ ^tarf" • 


141316 


^f^rr TO 


XlXO^<J U .7 vJ S^X HiX Lt'l 


Method 


BLASTN 


NCBI GI 


g3299824 


OXLTlkJ J. OOVJXC 


1 Q9 


TT "1 n o 
Hj VaXLi^ 


X • XU 4 




999 


% identity 


95 


NCBI Description 


Arabidopsis thaliana BAC F4C21 from chromosome IV 




near 17 cM, complete sequence [Arabidopsis thaliai 


Seq. No. 


141317 


Seq. ID 


LIB25-096-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g2440035 



top arm. 



17228 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



335 

6.0e-32 

71 

90 

(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 
141318 

LIB25-096-Q1-E1-D7 

BLASTN 

g3093479 

184 

2.0e-99 

212 

97 

Arabidopsis thaliana nucleoside diphosphate kinase type 2 
(NDPK2) gene, complete cds 

141319 

LIB25-096-Q1-E1-E10 

BLASTN 

g4218109 

200 

l.Oe-109 

200 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F16A16 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141320 

LIB25-096-Q1-E1-E12 

BLASTN 

g4589418 

102 

2.0e-50 

200 

100 

Arabidopsis thaliana genomic DNA, 
K21G20, complete sequence 



chromosome 5, TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141321 

LIB25-096-Q1-E1-E4 

BLASTN 

g2459406 

182 

3.0e-98 

182 

100 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141322 

LIB25-096-Q1-E1-E5 

BLASTN 

g4538949 

216 

l.Oe-118 
216 



17229 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



100 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
{ESSA project) 



F24G24 



141323 

LIB25-096-Q1-E1-E6 

BLASTX 

gl346523 

311 

4.0e-29 

59 

98 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_1084428_pir S49491 methionine adenosyltransf erase (EC 

2.5.1.6) - garden petunia >gi_559506_emb_CAA57696__ (X82214) 
methionine adenosyltransf erase [Petunia x hybrida] 



141324 

LIB25-096-Q1-E1-E7 

BLASTN 

g3449334 

163 

8.0e-87 

205 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



141325 

LIB25-096-Q1-E1-E9 

BLASTX 

gl32939 

284 

5.0e-26 
51 

100^ 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

141326 

LIB25-096-Q1-E1-F2 

BLASTN 

g3548797 

158 

8.0e-84 

158 
100 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141327 

LIB25-096-Q1-E1-F6 

BLASTX 

g4105798 

280 



17230 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-25 

68 

60 

(AF049930) 



PGP237-11 [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141328 

LIB25-096-Q1-E1-F7 

BLASTX 

g4056505 

306 

l.Oe-28 

63 

97 

{AC005896) nodulin-like protein [Arabidopsis thaliana] 
141329 

LIB25-096-Q1-E1-F8 

BLASTN 

g4510360 

108 

6.0e-54 

108 

100 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

141330 

LIB25-096-Q1-E1-F9 

BLASTX 

gll69201 

228 

2.0e-19 

54 

93 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 
>gi_421830_pir_S33707 DRT112 protein - Arabidopsis 
thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

141331 

LIB25-096-Q1-E1-G10 

BLASTX 

g2501011 

252 

3.0e-22 

62 

77 

ISOLEUCYL-TRNA SYNTHETASE (ISOLEUCINE—TRNA LIGASE) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 

141332 

LIB25-096-Q1-E1-G2 
BLASTX 
g4558549 
377 

8.0e-37 
74 



(ILERS) 



17231 



% identity 

NCBI Description 



100 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 



Seq, No. 


141333 


Seq. ID 


LIB25-096-Q1-E1-G5 




BLAST N 


iNOJjX VJ-L 


a3449330 








2 Oe-28 




133 




87 


TvIPRT np<=!PTi nt 1 on 


Arabidopsis thaliana genomic DNA, chroinosonie 3, PI 




MDJ14, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141334 


OCk^ * J.LJ 


LTB25-096-O1-E1-G6 


lie L-liV^U 


BLASTX 

J— > J— IX^I^ X 


Ln ^ O JL OX 


CT44Q0706 




280 


£j vcLXU<;s 


2 . Oe-25 


lYiaucn xenyt.li 


o u 


^ Xxj-Cij. i_ X uy 


90 


NUoi uescripuion 


/7\T^'^R^^R^^ -rnTt-al-n tto -rkT-rt-h^iiii n f A "rah "i Home; i •hVlPll 1^371^1 


Seq. No. 


141335 


oc^. XJJ 


T,TR?^-nQfi-m -F.I -HI n 








y Z ± U i?0 / 


jDxi/ioi score 




E value 




jytaucn xenyTin 




o X Jl L. X L. y 


too 


lnCoI uescnpL-ion 


\\J^\j^£t^f XllLlLLU.iHw>^ilXXXil i_riX diJX UVJ^oXo L-ilClX XCtliO. J 


Seq. No. 


141336 


Seq. ID 


LIB25-096-Q1-E1-H2 






LN O X OX 


y X u u vj ^± 


DXirlO 1 oO^_/X^ 


1 1 ft 

X X \J 


111 VCIXU.C 


7 np-59 




X o w 






NCBI Description 


Arabidopsis thaliana light-harvesting chlorophyll 




a/b-binding protein (Cab4) mRNA, complete cds 


Seq. No. 


141337 


Seq. ID 


LIB25-096-Q1-E1-H5 


Method 


BLASTN 


NCBI GI 


g3869067 


BLAST score 


215 


E value 


l.Oe-118 


Match length 


215 



% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 



17232 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141338 

LIB25-097-Q1-E1-A11 

BLASTX 

g2244959 

242 

5,0e-21 

53 

89 

(Z97340) similar to B, vulgaris CMS-associated mitochondrial 
... (reverse transcriptase) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141339 

LIB25-097-Q1-E1-A2 

BLASTX 

g2853080 

296 

3.0e-27 

66 

88 

{AL021768) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141340 

LIB25-097-Q1-E1-A4 

BLASTN 

g3414927 

200 

l.Oe-109 

212 

99 

Arabidopsis thaliana PsbY precursor (psbY) mRNA, 
gene encoding chloroplast protein, complete cds 



nuclear 



141341 

LIB25-097-Q1-E1-B11 

BLASTX 

g2501056 

274 

8.0e-25 

54 

100 

SERYL-TRNA SYNTHETASE (SERINE—TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_einb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

141342 

LIB25-097-Q1-E1-C12 

BLASTX 

g3337091 

143 

2.0e-Q9 

47 

55 

{AB016204) polygalacturonase inhibitor (PGIP) [Citrus 
unshiu] 



17233 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141343 

LIB25-097-Q1-E1-C9 

BLASTN 

g4263373 

109 

l.Oe-54 

170 
100 

Arabidopsis thaliana BAG T15G18 from chromosome IV, near 25 
cM, complete sequence [Arabidopsis thaliana] 

141344 

LIB25-097-Q1-E1-D12 

BLASTX 

g730583 

148 

5.0e-10 

46 

67 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
{X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 

141345 

LIB25-097-Q1-E1-D7 

BLASTN 

g4580530 

100 

2.0e-49 

100 

100 

Arabidopsis thaliana scarecrow-like 14 
partial cds 



[SCL14) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141346 

LIB25-097-Q1-E1-D9 

BLASTN 

g2854069 

160 

5.0e-85 

160 

100 

Arabidopsis thaliana putative histone deacetylase (HD2) 
mRNA, complete cds 

141347 

LIB25-097-Q1-E1-E10 

BLASTX 

g3128228 

314 

2.0e-29 

59 

100 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
LISA [Arabidopsis thaliana] 



17234 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141348 

LIB25-097-Q1-E1-E11 

BLASTN 

g4240115 

190 

l.Oe-103 

190 

100 

Arabidopsis thaliana mRNA for NADH-cytochrome b5 reductase 
complete cds 



141349 

LIB25-097-Q1-E1-E12 

BLASTX 

g542200 

248 

9.0e-22 

67 
69 

hypothetical protein - garden asparagus 
>gi_452714_einb_CAA54526__ {X77320) unknown 
officinalis] 



[Asparagus 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141350 

LIB25-097-Q1-E1-E6 

BLASTX 

g2507281 

383 

3.0e-37 

69 

100 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA6604^ 
{X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141351 

LIB25-097-Q1-E1-F10 

BLASTX 

gll5767 

249 

7.0e-22 

50 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141352 

LIB25-097-Q1-E1-F9 

BLASTX 

gll69544 

343 

6.0e-33 
68 



17235 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

ERDl PROTEIN PRECURSOR >gi_54 1859_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_497629_dbj_BAA04506_ (D17582) 
ERDl protein [Arabidopsis thaliana] 

141353 

LIB25-097-Q1-E1-G10 

BLASTX 

g3335353 

223 

8.0e-19 

64 

64 

(AC004512) Similar to cytochrome P450 gb_X90458 from A, 
thaliana, [Arabidopsis thaliana] 



Seq. No. 


141354 


.:Seq. ID 


LIB25-097-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


gl465368 


BLAST score 


306 


E value 


l.Oe-28 


Match length 


66 


% identity 


85 


NCBI Description 


{X9954 8) bHLH protein [Arabidopsis 


Seq. No. 


141355 


Seq. ID 


LIB25-098-Q1-E1-A2 


Method 


BLASTN 


NCBI GI 


g3128137 


BLAST score 


120 


E value 


2.0e-61 


Match length 


120 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K9I9, complete sequence [Arabidops 



chromosome 5, TAG clone; 



Seq. No. 


141356 


Seq. ID 


LIB25-098-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g4432835 


BLAST score 


296 


E value 


6.0e-27 


Match length 


102 


% identity 


53 


NCBI Description 


{AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


141357 


Seq. ID 


LIB25-098-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


g430946 


BLAST score 


141 


E value 


7.0e-74 


Match length 


141 


% identity 


100 


NCBI Description 


Arabidopsis thaliana PSI type III chlorophyll a/b 



protein (Lhca3*l) mRNA, complete cds 



17236 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141358 

LIB25-098-Q1-E1-D3 

BEASTX 

g2129577 

272 

4.0e-24 

51 

100 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
{U22340) DnaJ homolog [Arabidopsis thaliana] 



141359 

LIB25-098-Q1-E1-F12 

BLASTN 

g3702734 

245 

l.Oe-135 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNB8, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141360 

LIB25-098-Q1-E1-G10 

BLASTX 

gll76604 

174 

l.Oe-12 

102 

7 

HYPOTHETICAL 37.4 KD PROTEIN T09A5 
>gi_3879646_emb_CAA85336_ (Z36753) 
protein; cDNA EST yk:434d3.3 comes 
[Caenorhabditis elegans] 



.9 IN CHROMOSOME III 
similar to SDS22 
from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141361 

LIB25-098-Q1-E1-G5 

BLASTN 

g2564049 

376 

O.Oe+00 

376 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone 



141362 

LIB25-098-Q1-E1-G7 

BLASTX 

g2244935 

313 

6.0e-29 

98 
69 

{Z97339) hypothetical protein [Arabidopsis thaliana] 



17237 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141363 

LIB25-098-Q1-E1-H10 

BLASTX 

g3738257 

349 

4.0e-33 

76 

89 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141364 

LIB25-099-Q1-E1-B11 

BLASTN 

g3193311 

173 

l.Oe-92 

324 

98 

Arabidopsis thaliana BAC F6N15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141365 

LIB25-099-Q1-E1-C4 

BLASTX 

g3738338 

488 

2.0e-49 

99 

98 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141366 

LIB25-099-Q1-E1-C6 

BLASTN 

g2924729 

201 

l.Oe-109 

327 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141367 

LIB25-099-Q1-E1-C8 

BLASTN 

g2351067 

225 

l.Oe-123 

399 

50 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MP012, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



141368 

LIB25-099-Q1-E1-D3 
BLASTN 



17238 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264314 
416 

O.Oe+00 

416 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

141369 

LIB25-099-Q1-E1-D4 

BLASTX 

g4388717 

415 

8.0e-41 

119 

28 

(AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite : QDOC50005) [Arabidopsis 
thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141370 

LIB25-099-Q1-E1-D7 

BLASTX 

g733554 

355 

9.0e-34 

112 

59 

(U23450) 
elegans] 



similar to RNA-binding protein [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141371 

LIB25-099-Q1-E1-E7 

BLASTN 

g4580386 

257 

l.Oe-160 

295 

99 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 

141372 

LIB25-099-Q1-E1-E9 

BLASTN 

g4079614 

180 

l.Oe-96 

373 

100 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141373 

LIB25-099-Q1-E1-F9 

BLASTX 

g267079 



17239 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



594 

9.0e-62 

107 

100 

TUBULIN BETA-6 CHAIN >gi_320187__pir_JQ1590 tubulin beta-6 
chain - Arabidopsis thaliana >gi_166904 {M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141374 

LIB25-100-Q1-E1-A9 

BLASTX 

g3953475 

163 

3.0e-ll 

56 
52 

(AC002328) F22O2.20 [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141375 

LIB25-100-Q1-E1-D4 

BLASTX 

g3643598 

556 

2.0e-57 

107 

100 

{AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141376 

LIB25-100-Q1-E1-F7 

BLASTX 

g3420049 

635 

l.Oe-66 

122 

100 

(AC004680) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141377 

LIB25-100-Q1-E1-H9 

BLASTN 

g4376087 

92 

2.0e-44 

124 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141378 

LIB25-101-Q1-E1-B4 

BLASTN 

g2924505 

158 

7.0e"84 



17240 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



202 
95 

Arabidopsis thaliana DNA chromosome 4, BAG clone M4E13 
(ESSAII project) 

141379 

LIB25-101-Q1-E1-D12 

BLASTN 

g4587986 

59 

l.Oe-24 

71 

96 

Arabidopsis thaliana ABA- regulated gene cluster, complete 
sequence 



141380 

LIB25-102-Q1-E1-B1 

BLASTN 

g4558586 

122 

4,0e-62 

333 

99 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAG T5I8 sequence. 



141381 

LIB25-102-Q1-E1-D10 

BLASTX 

gll5783 

458 

6.0e-46 

86 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein {LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



141382 

LIB25-102-Q1-E1-D8 

BLASTN 

g3046855 

339 

O.Oe+00 

339 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSLl, complete sequence [Arabidopsis thaliana] 

141383 

LIB25-102-Q1-E1-E11 

BLASTN 

g4467358 

383 

O.Oe-fOO 



PI clone: 



17241 




Mat" ell Tencrth 


403 


^ id©nt*itv 

o -j_ Vi^^ii ^ -1- ^ y 


99 


NCBI Description 


Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 


O d Lj^ • • 


141384 


Seq. ID 


LIB25-102-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


g2583106 


BLAST score 


246 


E value 


l.Oe-136 


Match length 


246 


% identitv 


100 


NIPRT np*?PTi "nl" i on 


ArabidoDsis thaliana chroitiosome II BAC F4L23 aenomic 




sequence, complete sequence [Arabidopsis thaliana] 


O C ^ • • 


141385 


Seq. ID 


LIB25-102-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


gl617013 


BLAST score 


220 


E value 


4.0e-18 


M^^tph 1 pnrrthi 


45 


"i Hpnt" 1 ■t~\/ 


98 


NPRT Dp^^ PT1 Dt "i nn 


fY07745^ histone H2B like orotein FArabidoDsis thalianal 


O ^ • LN • 


X *± -L O V 


O O vJ ■ J- LJ 


LTB25-103-O1-E1-D1 


Method 


BLASTX 


NCBI GI 


g3860262 


BLAST score 


434 


E value 


4.0e-43 


"1" oln 1 P'nrr'hln 


99 




80 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Cp^rr Kin 


X 1 J. o o / 


Seq. ID 


LIB25-103-Q1-E1-F1 


Method 


BLASTX 


L>l w J_} J. >J JL 


a3152590 


BLAST score 


240 


E value 


2.0e-20 


M;^tr'h 1 pnrrth 


76 


^ "i Hpirt" T +"^7 

o JL\J,^H L' J- \^ y 


66 




^APnn^Qftfi^ ^ T TYi "i 1 ^5 T* tn nTntpin cipti np /t hreori i ne k1na*=3e NPK15 




gb D31737 from Nicotiana tabacum. [Arabidopsis thaliana] 


9prr Mo 


141388 


Seq. ID 


LIB25-103-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g473874 


BLAST score 


152 


F. vslup 


5.0e-10 


Match length 


116 




-J 


NCBI Description 


(U08285) a membrane-associated salt-inducible protein 




[Nicotiana tabacum] 




17242 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141389 

LIB25-104-Q1-E1-A12 

BLASTN 

g4757403 

140 

7.0e-73 

337 

100 

Arabidopsis thaliana genomic DNA, 
MJL12, complete sequence 



chromosome 3, PI clone 



141390 

LIB25-104-Q1-E1-A7 

BLASTN 

g3510344 

163 

l.Oe-86 

354 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJG14, complete sequence [Arabidopsis thaliana] 



PI clone 



141391 

LIB25-104-Q1-E1-B5 

BLASTX 

gl531762 

155 

2.0e-lG 

44 

70 

(y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141392 

LIB25-104-Q1-E1-B8 

BLASTX 

g625977 

471 

2.0e-47 

92 

100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



141393 

LIB25-104-Q1-E1-C11 

BLASTX 

gl617013 

262 

6.0e-23 

52 

100 

(y07745) histone H2B like protein [Arabidopsis thaliana] 
141394 

LIB25-104-Q1-E1-C3 



17243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3176701 

249 

l.Oe-138" 

317 

98 

Arabidopsis thaliana chromosome II BAG T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



141395 

LIB25-104-Q1-E1-C5 

BLASTN 

g2351064 

248 

l.Oe-137 

326 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDJ22, complete sequence [Arabidopsis thaliana] 



PI clone 



141396 

LIB25-104-Q1-E1-D6 

BLASTN 

g2264310 

324 

O.Oe+00 

324 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKPll, complete sequence [Arabidopsis thaliana] 



PI clone 



141397 

LIB25-104-Q1-E1-D8 

BLASTX 

gl362005 

562 

4.0e-58 

116 

98 

secY protein homolog precursor - Arabidopsis thaliana 
141398 

LIB25-104-Q1-E1-E12 

BLASTN 

g2654008 

142 

4.0e-74 

242 

100 

Arabidopsis thaliana Rho-like GTP binding protein C^op4) 
mRNA, complete cds 

141399 

LIB25-104-Q1-E1-F8 

BLASTN 

g2098816 

352 



17244 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

352 

100 

Arabidopsis thaliana BAG F19G10, complete sequence 
141400 

LIB25-104-Q1-E1-F9 

BLASTN 

g2494106 

295 

l.Oe-165 

332 

97 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

141401 

LIB25-104-Q1-E1-G3 

BLASTX 

gl31398 

434 

4.0e-43 

104 

86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi__3152571 (AC002986) Match to photosystem II 10]cDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb__N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 





come from this gene. [Arabidopsis 


Seq. No. 


141402 


Seq. ID 


LIB25-104-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


320 


E value 


9.0e-30 


Match length 


113 


% identity 


56 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


141403 


Seq. ID 


LIB25-104-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g4539316 


BLAST score 


486 


E value 


3.0e-49 


Match length 


100 


% identity 


100 


NCBI Description 


(AL035679) putative f ructose-bisphosphate aldolase 




[Arabidopsis thaliana] 


Seq. No. 


141404 


Seq. ID 


LIB25-104-Q1-E1-H9 



17245 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4455156 

538 

2.0e-55 

102 

100 

(AL021712) 



CDP-diacylglycerol synthetase-like protein 



[Arabidopsis thaliana] 
141405 

LIB25-105-Q1-E1-B12 

BLASTN 

g3702732 

351 

O.Oe+00 

351 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGFIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



141406 

LIB25-105-Q1-E1-B4 

BLASTN 

g2570223 

209 

l.Oe-114 

255 

94 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 



141407 

LIB25-105-Q1-E1-B7 

BLASTN 

g2564047 

314 

l.Oe-176 

314 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB21, complete sequence [Arabidopsis thaliana] 



PI clone: 



141408 

LIB25-105-Q1-E1-C7 

BLASTN 

g4580744 

174 

4.0e-93 

371 

98 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

141409 

LIB25-105-Q1-E1-D12 

BLASTX 

gl542941 



17246 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 

5.0e-15 

64 
62 

(X78116) 



Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



141410 

LIB25-105-Q1-E1-D8 

BLASTN 

g2059328 

179 

4.0e-96 

372 

98 

A.thaliana gene encoding shaggy-like kinase gamma 
141411 

LIB25-105-Q1-E1-E8 

BLASTX 

gl707032 

327 

2.0e-30 

122 

30 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 

141412 

LIB25-105-Q1-E1-F4 

BLASTX 

gl585970 

321 

8.0e-30 

118 

51 

cellulase [Lathyrus odoratus] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141413 

LIB25-105-Q1-E1-F6 

BLASTX 

g4038044 

515 

l.Oe-52 

123 

78 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ {AC006532) unknown protein 
[Arabidopsis thaliana] 

141414 

LIB25-105-Q1-E1-G3 

BLASTN 

g4757401 

328 



17247 



E value 


O.Oe+00 




416 








i^X CLJh^XU^poXO UXiCLX X CliXCL \^ ^^ilL^iUX O LJVir\f ^wiiX ^ILLW O UillC J/ ^X k^J-VJiiC 






O C ^ • IN (J • 


X *± X r± X-J 


Spa TD 


LIB25-105-O1-E1-G8 


Mp+-'hoH 


BLASTX 


NCBI GI 


g639722 


BLAST score 


474 


Hi V Cl_L Ut. 






117 






NPBT DpflpriDt*iorL 

L.\ \^ XwJ JL 1^ O -1- k> -L. ^ X 


(L27484) calcium— dependent protein kinase [Zea mays] 


O C ^ ■ LN W • 


141416 

X 1 X 1 X \J 


Seq. ID 


LIB25-105-O1-E1-H1 




BLASTX 


NCBI GI 


a3033375 

'•^ V 'm/ ^ tmf 1 'J 


BLAST score 


544 


E value 


5.0e-56 


LMCLUOii XdlVJ L-il 


110 

X X w 




QQ 

-7 _/ 


imL/IjX l'coC--x xp CxOIi 






■|~h;^1 "i^TisI 

U> lldX XCtllCL J 


oeq. wo. 


141 417 
±41 X 4 X / 


OC:\^ • XX' 


T,TR9S-1 flR— ni -FI -R*^ 

XiXO^sJ XU^ Si^-l- l-iX L\0 


"h Vi o H 


RT.A^TX 
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NCBI GI 


gl864017 


BLAST score 


512 


vctXUC 






1 
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14141ft 
X4 X4 xo 


O ^ « -L L/ 


T,TR?S-1 06-01 -FI -FS 

J— 1 -L O ^ «^ X.\J\J ^X Hi X Hi 




JjXlH,0 i LN 


INV-fOX OX 


a1 707006 


BLAST score 


250 


E value 


l.Oe-138 


r'ia.LOll XcliyLIl 


9 Qft 
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^ XVj.dlL.XL.^ 


Q6 
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oet^ueiioc / {jvjiupxete swqusnce [^xcix/xcjiupaxo LiidxxciiicL j 
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Xft X4 Xi? 


OCVJ • X u 


T.TR^'^-I 06— m -F1 -F6 
xixo^vj xuu ^x XiX ru 


Lie L.ii(^JVX 




NCBI GI 


g417103 


BLAST score 


623 


E value 


4.0e-65 


Match length 


124 


% identity 


100 


NCBI Description 


HISTONE H3.2, MINOR >gi 282871 pir S24346 histone 



17248 




H3.3-like protein - Arabidopsis thaliana 

>gi_16324_einb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U094 61) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutiim] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacxom] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
{AL035708) Histon H3 [Arabidopsis thaliana] 



o e g . IN o . 


1 4 1 ii on 


Seq. ID 


LIB2o-l(Jo-Ql-El-Hll 


Method 


TIT 7\ o m vr 

BLASTX 


MOD T r* T 


g4ooo / 4 0 


hsiiAbi score 


Q "3 


E value 


2 . Oe-31 


Matcn length 


o 


% identity 


100 


NCBI Description 


(AC006284) putative A3 pi^otein [Vigna unguiculata] 




(integral membrane protein) [Arabidopsis thaliana] 


Seq. No. 


141421 


Seq. ID 


LIB25-107-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


597 


E value 


4.0e-62 


Match length 


131 


% identity 


90 


NCBI Description 


{AJ0104 66) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


141422 


Seq, ID 


LIB25-107-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


gl36636 


BLAST score 


406 


E value 


8.0e-40 


Match length 


76 


% identity 


99 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN 




LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 



>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

-Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 {M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



17249 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141423 

LIB25-107-Q1-E1-E2 

BLASTN 

g2244991 

306 

l.Oe-172 

306 
100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141424 

LIB25-107-Q1-E1-F2 

BLASTN 

g2264317 

306 

l.Oe-172 

306 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 


141425 


Seq. ID 


LIB25-107-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


g3522961 


BLAST score 


218 


E value 


3.0e-18 


Match length 


47 


% identity 


89 


NCBI Description 


{AC004411) putative pto kinase [Arabidopsis thaliana] 


Seq. No. 


141426 


Seq. ID 


LIB25-107-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g4581084 


BLAST score 


149 


E value 


2.0e-78 


Match length 


181 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T30F21 genomic 




sequence, complete sequence 


Seq. No. 


141427 


Seq. ID 


LIB25-107-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2911886 


BLAST score 


162 


E value 


l.Oe-11 


Match length 


52 



% identity 

NCBI Description 



67 

(AF047663) contains similarity to signal recognition 
particle subunit 54 (SRP54)-type domains {Pfam; SRP54, 
score; 71.31); partial CDS [Caenorhabditis elegans] 



Seq. No. 



141428 



17250 



Seq. ID 


LIB25-108-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


554 


E value 


4.0e-57 


Match lenath 


102 




100 


NCRT Dp c'pr' -i -nj- i on 

jLN VwiT i*^ -L O J_ -L K-' 4 X 


(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 


O « LN v.)' • 


141429 


Seq. ID 


LIB25-108-Q1-E1-F4 




BLASTN 


NCBI GI 


g2924651 


BLAST score 


350 


E value 


0,0e+00 


Match length 


361 


S; "1 Hpnl" 1 1 v 

o ^ ^^^11 -1- ^ y 


99 


NCBI DescriDtion 


Arabidopsis thaliana genomic DNA, chromosoine 5/ TAG clone 




K2A18, complete sequence [Arabidopsis thaliana] 


cjorr Nn 


141430 


Seq. ID 


LIB25-108-Q1-E1-G11 




BLASTX 


NCBI GI 


a2832674 


BLAST score 


486 


E value 


5.0e-49 


Ms "h r^ln 1 prirfhln 


132 




77 


LN^^IjX L/C o Ol. U-Lv-JIi 






"f"Hs1 T ;5Ti^i1 


O ^ • LN • 


1 41 4^1 

XI X ri -J X 


Sprr ID 


LIB25-108-O1-E1-G8 


Mpthori 


BLASTN 


NCBI GI 


g3492855 


BLAST score 


130 


E value 


5,0e-67 


M^itph 1 pncfth 

1. -Id L-V_rXl ^^11^ ^.>11 


178 


?; i fipnt 1 1 V 


100 


INWOJ. J. -L U^Uli. 


Cci-nnmi p cjprrnpnpp fny AT?5H"i Hnnc;'! tha 1 *i sna RAC F20N2. 

VJ7d XWllLU. O O C U d 1 ku« ^ J- Vm* J. Xio- Uiu'U. VAn^ K-/ h3 -i— O U> i Id. J L UllCA i— 'iiv^ 1> £-i \J £-m f 




coinplete sequence [Arabidopsis thaliana] 


O C a l-lj • 


141432 


Seq. ID 


LIB25-109-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


a2264309 


BLAST score 


108 


E value 


4.0e-54 




164 




Q1 

-7 X 




Ar*3Hi HoTiC! TG 'hVial"i;^Tis rrf^nriTn "i o DMA cYs "mmo^^imTif^ S PI p 1 on^ • 

J^X d X ^wt. w O X J Ul ICIX XClliCi. ^dlWlLLX^ LyiNf^f ^1 iX ^^^ILLW O Wills? -J f ^ ±. V_> -U V_/l 1^ * 




MJJ3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141433 


Seq. ID 


LIB25-109-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


g2264307 



17251 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234 

l.Oe-129 

258 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 

141434 

LIB25-109-Q1-E1-B7 

BLASTX 

gll73045 

472 

l.Oe-47 

92 

100 

60S RIBOSOMAL PROTEIN L37A >gi_4218 66__pir S34 661 ribosomal 

protein L37a - turnip >gi_347062 (L21897) ribosomal protein 
[Brassica rapa] >gi_395077_emb_CAA80864_ (Z24739) ribosomal 
protein L37a [Brassica rapa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141435 

LIB25-109-Q1-E1-C2 

BLASTN 

g3299824 

128 

9.0e-66 

317 

100 

Arabidopsis thaliana BAG F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141436 

LIB25-109-Q1-E1-D3 

BLASTN 

g4468801 

90 

2.0e-43 

118 

92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone F6G17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141437 

LIB25-109-Q1-E1-E6 

BLASTX 

g4741952 

500 

7.0e-51 

94 

100 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
141438 

LIB25-109-Q1-E1-E8 

BLASTN 

g2252823 

311 



17252 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-175 

311 

100 

Arabidopsis thaliana BAC IG005I10 
141439 

LIB25-109-Q1-E1-F8 

BLASTN 

g3128135 

79 

7.0e-37 

119 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19E1, complete sequence [Arabidopsis thaliana] 

141440 

LIB25-109-Q1-E1-H11 

BLASTX 

g2499811 

200 

l.Oe-15 

37 

97 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 {U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 


141441 


Seq. ID 


LIB25-110-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g3250695 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


76 


% identity 


49 


NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


Seq. No. 


141442 


Seq. ID 


LIB25-110-Q1-E1-B11 


Method 


BLASTN 


NCBI GI 


g2264318 


BLAST score 


409 


E value 


O.Oe+OO 


Match length 


412 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MUP24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141443 


Seq. ID 


LIB25-110-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g4512663 


BLAST score 


638 


E value 


5.0e-67 


Match length 


119 


% identity 


39 



clone: 



17253 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

141444 

LIB25-110-Q1-E1-B7 

BLASTN 

g4309683 

352 

O.Oe+00 

352 

100 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141445 

LIB25-110-Q1-E1-C10 

BLASTX 

g4559358 

150 

l.Oe-09 
50 
50 

(AC006585) 
thaliana] 



putative steroid binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141446 

LIB25-110-Q1-E1-C2 

BLASTN 

g2351062 

105 

2- Oe-52 

139 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141447 

LIB25-110-Q1-E1-C9 

BLASTN 

g4455262 

293 

l,0e-164 

361 

94 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F17L22 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141448 

LIB25-110-Q1-E1-E9 

BLASTN 

gl66787 

121 

9.0e-62 

170 

100 

A. thaliana chloroplast ATP synthase gamma subunit (atpC2) 



17254 



® 



gene, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141449 

LIB25-110-Q1-E1-F5 

BLASTN 

g4063737 

345 

O.Oe+00 

345 

100 

Arabidopsis thaliana chromosome II BAG F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141450 

LIB25-110-Q1-E1-H2 

BLASTN 

g3451055 

331 

O.Oe+00 

376 

57 

Arabidopsis thaliana DNA chromosome 4, BAG clone F16G20 
(ESSAII project) 



Seq. No. 


141451 


Seq. ID 


LIB25-111-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g4567289 


BLAST score 


219 


E value 


6.0e-18 


Match length 


75 


% identity 


57 


NCBI Description 


(AC006841) hypothetical protein [Arabidopsis 


Seq. No. 


141452 


Seq. ID 


LIB25-111-Q1-E1-A2 


Method 


BLASTN 


NCBI GI 


g4220628 


BLAST score 


373 


E value 


O.Oe+00 


Match length 


389 


% identity 


77 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K24C1, complete sequence [Arabidopsis thalia] 


Seq. No. 


141453 


Seq. ID 


LIB25-111-Q1-E1-B6 


Method 


BLASTN 


NCBI GI 


g3242970 


BLAST score 


282 


E value 


l.Oe-157 


Match length 


362 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T4I9, chromosome IV 




complete sequence [Arabidopsis thaliana] 



5, TAC clone 



near 17 cM, 



Seq. No. 



141454 



17255 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-111-Q1-E1-B8 

BLASTX 

g2499610 

450 

7.0e-45 

100 

88 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 6 {MAP KINASE 6) 

{ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1,-) - Arabidopsis thaliana 
>gi_457404_dbj_BAA04869_ (D21842) MAP kinase [Arabidopsis 
thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141455 

LIB25-111-Q1-E1-C9 

BLASTN 

gl66589 

386 

O.Oe+00 

386 

100 

Arabidopsis thaliana transcription factor 
complete cds 



(AGL2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141456 

LIB25-111-Q1-E1-D2 

BLASTX 

gl071912 

568 

l.Oe-58 

127 

90 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_erab_CAA57344_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141457 

LIB25-111-Q1-E1-D4 

BLASTN 

g2351066 

271 

l.Oe-151 

413 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0P9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141458 

LIB25-111-Q1-E1-D5 

BLASTX 

g2924521 

513 

3.0e-52 

109 

88 

(AL022023) putative protein [Arabidopsis thaliana] 



17256 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141459 

LIB25-111.-Q1-E1-D6 

BLASTX 

g2829899 

374 

e.oe-se 

107 
65 

{AC002311) similar to ripening-induced protein, 
gp_AJ001449__2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141460 

LIB25-111-Q1-E1-E7 

BLASTN 

gl877523 

211 

l.Oe-115 

390 

98 

Arabidopsis thaliana BAC T7I23, 
[Arabidopsis thaliana] 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141461 

LIB25-111-Q1-E1-F10 

BLASTX 

g3461821 

596 

5.0e-62 

118 

99 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141462 

LIB25-111-Q1-E1-F3 

BLASTN 

g3805839 

167 

6.0e-89 

391 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F4B14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141463 

LIB25-111-Q1-E1-F5 

BLASTN 

g2351071 

291 

l.Oe-163 

320 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MVA3, complete sequence [Arabidopsis thaliana] 



PI clone: 



17257 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141464 

LIB25-111-Q1-E1-F6 

BLASTX 

g4033469 

399 

7.0e-39 

75 
58 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_einb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Sea No 


141465 


Seq. ID 


LIB25-111-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g2344896 


BLAST score 


135 


E value 


6.0e-08 


Match length 


134 


% identity 


7 


NCBI Description 


(AC002388) hypothetical protein [Arabidopsis 


Seq. No. 


141466 


Seq. ID 


LIB25-111-Q1-E1-H4 


Method 


BLASTN 


NCBI GI 


g3128137 


BLAST score 


220 


E value 


l.Oe-121 


Match length 


244 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141467 

LIB25-111-Q1-E1-H7 

BLASTN 

g2632104 

130 

2.0e-67 

130 
100 

Arabidopsis thaliana gene encoding arginyl-tRNA synthetase, 
clone G7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141468 

LIB25-112-Q1-E1-A2 

BLASTN 

g3860243 

402 

O.Oe+00 

402 

100 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



141469 

LIB25-112-Q1-E1-A8 



17258 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4581146 

607 

3.0e-63 

121 

100 

(AC006919) 



putative f ructose-bisphosphate aldolase. 



cytoplasmic [Arabidopsis thaliana] 
141470 

LIB25-112-Q1-E1-B12 

BLASTN 

g2062153 

128 

8.0e-66 

128 

100 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141471 

LIB25-112-Q1-E1-B5 

BLASTN 

g2494106 

205 

l.Oe-112 

205 

100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

141472 

LIB25-112-Q1-E1-C2 

BLASTX 

g4191774 

255 

6.0e-22 

96 

54 

{AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

141473 

LIB25-112-Q1-E1-C6 

BLASTX 

g4506717 

224 

2.0e-18 

54 

72 

ribosomal protein S29 >gi_266972_sp_P30054_RS29_HUMAN 40S 

RIBOSOMAL PROTEIN S29 >gi_6318 84_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 {L31610) 
homologous to antisense sequence of krev-1, anti oncogene 



17259 




[Homo sapiens] >gi_1220418 {L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141474 

LIB25-112-Q1-E1-C8 

BLASTX 

g4510399 

377 

3-0e-36 

65 

100 

(ACG06587) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141475 

LIB25-112-Q1-E1-D11 

BLASTN 

g4191760 

262 

l.Oe-145 

408 

100 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

141476 

LIB25-112-Q1-E1-D4 

BLASTX 

gll9143 

168 

8.0e-12 

34 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788__emb_CAA34453_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_l 36992 7_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi__1369928_emb_CAA34455_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi 1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141477 

LIB25-112-Q1-E1-D6 

BLASTX 

g4826682 

301 

2.0e-27 

121 

49 

cystinosis, nephropathic >gi_303684 0_emb_CAA11021_ 
{AJ222967) cystinosin [Homo sapiens] 
>gi_3036851_emb_CAA75882_ {Y15924) cystinosin [Homo 



17260 



sapiens] 



O \? ^ • Vi\J » 


141478 




LrB?S-112-01-El-Ell 

Xj J- iD ^ J L ^ J. X_jX J— I -L X 


Method 


BLASTX 


NCBI GI 


g4262235 




*± X o 


Hj Va.XU.e 




IVA-^ +• j^Vi 1 -f* 

lYiaX-cn ienguii 




^ lU.trXlL.XL-y 


77 


iN^DX uesoxTxpuxoii 


^ XJ VJ O ^ VJ VJ y LJLil-Cll LVc L. i. CLiio L^J- J-p U Xt^JiX J_ d 1- V.J i ^ r^J_ dX./ X «uf.W^ O -l- o 




L.na.XXaIlci j 


O c • IN • 


1 41 47Q 

1 *± 1 / _7 


Seq. ID 


LIB25-112-Q1-E1-E2 


Method 


BLASTX 


LnL^IjX 


y jft xu jft 


nXiiio i scoxe 


^ u o 


E vslue 


9 Ho— 1 

z • ue 1 o 


IVf ■a "f" T f^i^/^"!"!^ 

LXiaucn xeiiyi,n 


40 


% identity 


xuu 


NUbi uescripuion 


Vi\\^UUUlU^ ^ riyirl^.lo [iiXa.X-)Xu.upoXb LllaXXclXla. J 


O e q . In O . 


141 4fln 

X X O U 


oeq. XJJ 


T TR9^— 1 1 9—01 — F1 — F1 0 


Method 


BLASTN 


NCBI GI 


g3927822 




'591 
OZX 


E value 


u • ue+uu 


Match length 




^ i(jiciiuxL.y 


1 nn 

xuu 


NCBI Description 


Araoiaopsis tnaxiana cnroitiosouie ix o/iL- roiNio genoiuic 




sequence, complete sequence [Arabidopsis thaliana] 


oeq * LNO . 


1 41 4ft 1 
1^ Xft O X 


oeq. lU 


T T"DOc;_i 1 9— m — Tl — Tr7 
liliDZD— XXi—UX — HjX — r / 


Method 


BLASTN 


NCBI GI 


g3021263 


r> iiAb i s CO re 


99"^ 
ZZ J 


E value 


1 n^a_i 99 
X . ue xzz 


Match length 




-5 xaenx,XL.y 


1 nn 

XuU 


NCBI Description 


HraoxQopsxs L.naxiana uiN/i cnroiuosoine 4, jD/iL^ cione r^cxiro 




thibbiixx project.; 


oeq . r40 . 


141 4ft9 

X*± X*i OZ 


beq. lU 


T TDOt^ 119 ;^1 TTl TTQ 


Method 


BLASTX 


NCBI GI 


g2252840 




U J 


E value 


3.0e-58 


Match length 


143 


% identity 


85 


NCBI Description 


(AF013293) contains regions of similarity to Haemophilus 




influenzae permease {SP:P38767) [Arabidopsis thaliana] 


Seq. No. 


141483 



17261 



Seq. ID 


LIB25-112- 


Q1-E1-H8 


Method 


BLASTX 




NCBI GI 


g3522935 




JDJ_irlO i ibOUXc 






E value 


l.Oe-56 




Match length 


127 




% identity 


87 




NCBI Description 


{AC004411) 


putative 




thaliana] 




Seq, No. 


141484 




Seq. ID 


LIB25-113- 


Ql-El-Al 


Method 


BLASTX 






y^. / >j o yj y 




BLAST score 


531 




E value 


3.0e-54 




Match length 


101 




% identity 


97 




NCBI Description 


(AC003674) 


putative 


Seq. No. 


141485 




Seq. ID 


LIB25-113- 


Q1-E1-B6 


Method 


BLASTX 




NCBI GI 


g2924779 




BLAST score 


662 




E value 


l.Oe-69 




Match length 


139 




% identity 


94 




NCBI Description 


(AC002334) 


putative 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



141486 

LIB25-113-Q1-E1-B7 

BLASTX 

g2827714 

163 

4.0e-ll 

142 

5 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141487 

LIB25-113-Q1-E1-C12 

BLASTN 

g4589450 

279 

l.Oe-156 

304 

97 

Arabidopsis thaliana genomic DNA, 
T31K7, complete sequence 



chromosome 5, PI clone 



Seq. No. 



141488 



17262 



Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB25-113-Q1-E1-C5 

BLASTN 

g3402695 

59 

2.0e-24 

115 
88 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141489 

LIB25-113-Q1-E1-C7 

BLASTN 

g3869069 

51 

l.Oe-19 

79 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

141490 

LIB25-113-Q1-E1-C8 

BLASTX 

g3687243 

261 

l.Oe-22 
64 
80 

{AC005169 
thaliana] 



putative ribosomal protein [Arabidopsis 



141491 

LIB25-113-Q1-E1-D5 

BLASTX 

g3600039 

211 

8.0e-17 

60 

63 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 



141492 

LIB25-113-Q1-E1-D7 

BLASTN 

g4757407 

242 

l.Oe-133 

438 

77 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 

141493 

LIB25-113-Q1-E1-E1 
BLASTX 



17263 



NCBI GI 


g2351846 


BLAST score 


254 




7 . Oe-22 


ixia.L.cn xeiiy Lii 




% identity 


O D 




/riQ'^nSO^ nnlv^A^ hindina crotein II FMus musculus! 




X Tt X 17 1 




T,TR?S-1 1 ^-01 -K1 -E7 




BLASTX 


NCBI GI 


g4678946^ 


BLAST score 


544 


Hi VCIXU.C; 






X u o 


Q- T ^ T\ ^ T ^ T T 

-Q laenLiuy 






f HJ CiAQll 1 ^ -mTl-^i-i tto ■n7"n1~A'i n f At 3 hi Hnnsi =; thai ianal 


o e q . In o . 


X y X ^ ^3 




1 '^-01 -F1 -Fl 

XlXO^<.J X X O WX J-j X J. J- 






NCBI GI 


gl6151 


BLAST score 


119 




X • Du 


Match, length. 


1 1 Q 


% identity 


lUU 


IML-Di uescnption 


rix aoXvaopolb UilciXXa.ilcl. ytSilti XL/X cL;.^yx v_a,xxxt;x pxuL.t:-i-ii 


be<5- NO. 






T,TR9S-1 1 ?-nl -Fl -Fl 9 

XiXO^^ XXO Vl-'- J-iX £ X^ 


Method 


tjLiAo 1 LN 




rF?944 QDI 


BLAST score 


178 


E value 


l.Oe-95 


Match length 




^ iaeni,iL.y 




NCBI Description 


AraDiQopsis rnaiiana cnroitiosome *± f i^oori. x ouiXLiy 




ixaym^rix, ino 


becj* NO, 


1/114 
14 1 4 J7 / 




XiXD^^ XXO ^X HiX V7X 




OXiriO JL /I 


LnL-DX oX 


y o j/O oxzo 


BLAST score 


640 


E value 


4.0e-67 


ixtai-cn xeny un 


X 4 o 


% identity 


P4 
O 4 


NUrsi jjescripmon 


\f\rU^/04oj pnospnaTie/T_xiOse pnooprid,Le L.xciiit>xuoa.L.ux 




pxSCuJ-oOx [fix aDiCIOpoXo LlldXXclXlci J 


oecj • iNo . 


1414 QR 
X X 4 ^0 


OCtJ* XJJ 


T TR9^-1 1 ^-Ol -Fl -(Zl 

XjXa/^,0 XXO \iX Cj JL o/ 




BLASTN 


NCBI GI 


g4589424 


BLAST score 


93 


E value 


l,0e-44 


Match length 


175 


% identity 


89 



17264 



® 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K8E10, complete sequence 



Seq. No. 


141499 


Seq. ID 


LIB25-113-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g3522958 


BLAST score 


744 


E value 


3,0e-79 


Match length 


147 


% identity 


99 


NCBI Description 


{AC004411) putative pectinesterase [Arabidopsis thaliana 


Seq. No. 


141500 


Seq. ID 


LIB25-113-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gl98884 


BLAST score 


153 


E value 


5.0e-10 


Match length 


119 


% identity 


35 


NCBI Description 


{M63848) leukotriene A-4 hydrolase [Mus musculus] 


Seq. No, 


141501 


Seq. ID 


LIB25-114-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


g4539307 


BLAST score 


379 


A—i V -i- \^ 


1 Oe-36 


Match length 


105 


% identitv 


75 


NCBI Description 


(AL049480) putative acidic ribosomal protein [Arabidopsi 




thaliana] 


Seq. No. 


141502 


Seq. ID 


LIB25-114-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g3297821 


BLAST score 


472 


E value 


2.0e-47 


Match length 


134 


% identity 


27 


NCBI Description 


(AL031032) extensin-like protein [Arabidopsis thaliana] 


Seq. No. 


141503 


Seq. ID 


LIB25-114-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


g4262149 


BLAST score 


474 


E value 


8.0e-48 


Match length 


92 


% identity 


100 


NCBI Description 


(AC005275) putative xyloglucan endotransglycosylase 




[Arabidopsis thaliana] 


Seq. No. 


141504 


Seq. ID 


LIB25-114-Q1-E1-G11 



17265 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2760167 

336 

O.Oe+00 

366 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



PI clone: 



141505 

LIB25-115-Q1-E1-A4 

BLASTX 

gll5767 

563 

3.0e-58 

107 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein {LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


141506 


Seq. ID 


LIB25-115-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


g4115381 


BLAST score 


609 


E value 


2.0e-63 


Match length 


116 


% identity 


100 


NCBI Description 


(AC005967) putative limonene 


Seq. No. 


141507 


Seq. ID 


LIB25-115-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g4768978 


BLAST score 


249 


E value 


3.0e-21 


Match length 


122 


% identity 


46 


NCBI Description 


(AF140489) kiaa0078 protein 


Seq. No. 


141508 


Seq. ID 


LIB25-115-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g4757407 


BLAST score 


381 


E value 


O.Oe+00 


Match "^length 


381 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic 




MQD19, complete sequence 



chromosome 5, PI clone; 



Seq. No. 



141509 



17266 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB25-115-Q1-E1-D4 
BLASTX 
g4510400 
'291 
2.0e-26 
60 
97 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141510 

LIB25-115-Q1-E1-G3 

BLASTX 

g2829899 

224 

2.0e-18 

62 

65 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp X91961 1107495 [Arabidopsis thaliana] 



o C ^ • IM vJ • 




Sea. ID 


LIB25-115-O1-E1-H10 


Method 


BLASTX 


NCBI GI 


gl762130 


BLAST score 


152 


E value 


5.0e-10 


Match length 


49 


% identity 


69 


NCBI Description 


(U46136) chaperonin-60 beta subunit 


Seq. No. 


141512 


Seq. ID 


LIB25-115-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


gl531758 


BLAST score 


285 


E value 


7.0e-26 


Match length 


79 


% identity 


68 


NCBI Description 


(X98772) AUXl [Arabidopsis thaliana] 




unknown protein [Arabidopsis thalian 


Seq. No. 


141513 


Seq. ID 


LIB25-115-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


g3201608 


BLAST score 


217 


E value 


l.Ge-119 


Match length 


217 


% identity 


100 



NCBI Description 



Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



141514 

LIB25-116-Q1-E1-A3 
BLASTN 



17267 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g456613 
247 

l.Oe-137 

251 

100 

A.thaliana itiRNA for mevalonate kinase 



141515 

LIB25-116- 

BLASTX 

g3688799 

250 

5.0e-22 

50 

100 

(AF057137) 
thaliana] 



Ql-El-Bl 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141516 

LIB25-116-Q1-E1-B3 

BLASTX 

g4220450 

231 

2.0e-19 

103 

13 

{AC006216) Identical to gb_D85194 mRNA which is similar to 
gb__AF054906 myrosinase-binding protein homolog from 
Arabidopsis thaliana. ESTs gb_Z34045 and gb__Z34877 come 
from this gene. [Arabidopsis thaliana] 

141517 

LIB25-116-Q1-E1-E6 

BLASTN 

g3413696 

313 

l.Oe-176 

313 

100 

Arabidopsis thaliana chromosome II BAG T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141518 

LIB25-116-Q1-E1-F7 

BLASTN 

g3869066 

214 

l.Oe-117 

214 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBM17, complete sequence [Arabidopsis thaliana] 

141519 

LIB25-116-Q1-E1-F9 

BLASTN 

g3449320 



17268 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280 

l,0e-156 

317 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBf GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141520 

LIB25-117-Q1-E1-A9 

BLASTX 

gl32939 

611 

9.0e-64 

123 
93 

60S RIBOSOMAL PROTEIN L3 >gi_8 1657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



oeq • LNO . 


1 d1 

± ^ xoz ± 


beq. ±u 




Method 


Q T 7i C TXT 










£j V d X uc 




Match length 


366 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


141522 


Seq. ID 


LIB25-117-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g2995949 


BLAST score 


228 


E value 


3.0e-19 


Match length 


45 


% identity 


56 


NCBI Description 


(AF053563) ubiquitin [Mesembryanth< 


Seq. No. 


141523 


Seq. ID 


LIB3168-001-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


673 


E value 


6.0e-71 


Match length 


154 


% identity 


85 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



141524 

LIB3168-001-P1-K1-A10 
BLASTX 



17269 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
78 

3.8e-01 

74 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 



141525 

LIB3168-001-P1-K1-A11 
BLASTX 
gll2741 
371 

5.0e-37 
97 
82 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68_ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141526 

LIB3168-001-P1-K1-A12 

BLASTX 

gl628583 

852 

7.0e-92 

165 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141527 

LIB3168-001-P1-K1-A2 

BLASTX 

g3915961 

635 

2.0e-66 

157 

82 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ {Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ [Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141528 

LIB3168-001-P1-K1-A5 

BLASTX 

gl903034 

285 

2.0e-25 
128 



17270 



% identity 


44 


NCBI Description 


{X94625) amp-binding protein [Brassica napus] 


Seq. No. 


141529 


Seq, ID 


LIB3168-001-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


674 


E value 


4.0e-81 


Match length 


155 


% identity 


96 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi 2842495 emb CAA16892 (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


141530 


Seq. ID 


LIB3168-001-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g2564048 


BLAST score 


168 


E value 


2.0e-89 


Match length 


276 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 




MKD15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


141531 


Seq. ID 


LIB3168-001-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


642 


E value 


3.0e-67 


Match length 


123 


% identity 


100 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi 2842495 emb CAA16892 {AL021749) 12S 




cruciferin seed storage^ protein [Arabidopsis thaliana] 


Seq. No. 


141532 


Seq. ID 


LIB3168-001-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAST score 


195 


E value 


8.0e-15 


Match length 


108 


% identity 


40 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tabacum] 


Seq. No. 


141533 


Seq. ID 


LIB3168-001-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


382 


E value 


9.0e-37 


Match length 


96 


% identity 


79 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17271 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



141534 

LIB3168-001-P1-K1-B11 
BLASTX 
gll2739 
660 

3.0e-69 
166 
78 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi__68854_pir_ 



2 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



141535 

LIB3168-001-P1-K1-B12 

BLASTX 

gll2741 

885 

l.Oe-95 

164 

99 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR {2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



141536 

LIB3168-001-P1-K1-B2 

BLASTX 

gll2741 

800 

8.0e-86 

150 

99 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR {2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141537 

LIB3168-001-P1-K1-B3 

BLASTX 

g2129659 

453 

4.0e-45 



17272 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



138 
70 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

141538 

LIB3168-001-P1-K1-B4 

BLASTX 

gl628583 

500 

4.0e-64 

155 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141539 

LIB3168-001-P1-K1-B5 

BLASTX 

gl628583 

102 

l.Oe-45 

96 
94 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141540 

LIB3168-001-P1-K1-B6 

BLASTX 

gl628583 

45 

3.0e-68 

163 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141541 

LIB3168-001-P1-K1-B7 

BLASTX 

gll2681 

637 

l.Oe-66 

157 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141542 

LIB3168-001-P1-K1-B8 



17273 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

680 

l,0e-71 

165 
81 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141543 

LIB3168-001-P1-K1-B9 

BLASTX 

gll2737 

584 

2,0e-60 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141544 

LIB3168-001-P1-K1-C10 

BLASTX 

gl628583 

322 

l.Oe-32 

83 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



141545 

LIB3168-001-P1-K1-C11 

BLASTX 

gll2739 

369 

2.0e-67 

145 

89 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



141546 

LIB3168- 

BLASTX 



'001-P1-K1-C12 



17274 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141547 

LIB3168-G01-P1-K1-C2 

BLASTX 

g2129659 

496 

4.0e-50 

143 

73 

oleosin, isoform 21K - Arabidopsis thaliana >gi_7252 60 
(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141548 

LIB3168-001-P1-K1-C3 

BLASTX 

gl628583 

633 

4.0e-66 

170 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141549 

LIB3168-001-P1-K1-C4 

BLASTX 

gll2737 

636 

2.0e-66 

164 

67 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141550 

LIB3168-001-P1-K1-C5 

BLASTX 

gl628583 

616 

3.0e-64 

121 

98 

(U66916) 12S cruciferin seed storage protein 



[Arabidopsis 



17275 



® 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141551 

LIB3168-001-P1-K1-C6 

BLASTX 

g2642159 

286 

2.0e-59 

128 

97 

{AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYTl protein [Arabidopsis thaliana] 

141552 

LIB3168-001-P1-K1-C7 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141553 

LIB3168-001-P1-K1-C8 

BLASTX 

gl628583 

625 

3,0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141554 

LIB3168-001-P1-K1-C9 

BLASTX 

gl628583 

624 

4.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141555 

LIB3168-001-P1-K1-D1 

BLASTX 

gl628583 

842 



17276 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-90 

171 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141556 

LIB3168-001-P1-K1-D10 

BLASTX 

gll2743 

713 

l.Oe-75 

148 

90 

2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir ^NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141557 

LIB3168-001-P1-K1-D11 

BLASTX 

gl628583 

359 

6,0e-78 

160 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141558 

LIB3168-001-P1-K1-D12 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141559 

LIB3168-001-P1-K1-D2 

BLASTX 

gll2681 

212 

3.0e-17 

42 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 



17277 



# 



>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141560 

LIB3168-001-P1-K1-D3 

BLASTX 

gll2682 

741 

7.0e-79 

164 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141561 

LIB3168-001-P1-K1-D4 

BLASTN 

g2842474 

240 

l.Oe-132 

240 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141562 

LIB3168-001-P1-K1-D5 

BLASTX 

g42G4299 

510 

l.Oe-54 

136 

84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141563 

LIB3168-001-P1-K1-D6 

BLASTX 

g461841 

312 

3.0e-51 

151 

61 

CRUCIFERIN CRU4 PRECURSOR (US GLOBULIN) 
PROTEIN) 



(12S STORAGE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141564 

LIB3168-001-P1-K1-D7 

BLASTX 

gll2681 

712 

l,0e-75 



17278 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141565 

LIB3168-001-P1-K1-D9 

BLASTX 

gl628583 

901 

l.Oe-97 

174 

99 

(U66916) 12S cruciferin seed storage protein [Axabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141566 

LIB3168-001-P1-K1-E1 

BLASTX 

gll2682 

610 

2.0e-63 

157 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141567 

LIB3168-001-P1-K1-E10 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141568 

LIB3168-001-P1-K1-E12 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17279 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141569 

LIB3168-001-P1-K1-E2 

BLASTX 

gl628583 

603 

8.0e-63 

115 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



141570 

LIB3168-001-P1-K1-E3 

BLASTX 

gl628583 

743 

5.0e-79 

178 

83 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141571 

LIB3168-001-P1-K1-E4 

BLASTX 

gll2737 

648 

4.0e-70 

163 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albiomin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141572 

LIB3168-001-P1-K1-E5 

BLASTX 

g2492515 

366 

7.0e-35 

87 
85 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir S58298 ATPase - pepper (fragment) 

>gi 929013 emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141573 

LIB3168-001-P1-K1-E6 

BLASTX 

g267136 



17280 



® 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



476 

l.Oe-58 

156 
78 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_217869_dbj_BAA02520_ {D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi__4371283_gb_AAD18141_ 
(AC006260) putative plasma membrane intrinsic protein 2C 

[Arabidopsis thaliana] >gi_384324_prf 1905411A 

transmembrane channel [Arabidopsis thaliana] 

141574 

LIB3168-001-P1-K1-E7 

BLASTX 

g4204299 

758 

7.0e-81 

162 

90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

141575 

LIB3168-001-P1-K1-E8 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141576 

LIB3168-001-P1-K1-E9 

BLASTX 

gl628583 

626 

2.0e-65 

129 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141577 

LIB3168-001-P1-K1-F1 

BLASTX 

gll2682 

518 

4.0e-53 

98 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17281 




>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141578 

LIB3168-001-P1-K1-F10 

BLASTX 

gl345973 

408 

7.0e-40 

123 

75 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1,14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
oiaega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141579 

LIB3168-001-P1-K1-F11 

BLASTX 

gl345592 

348 

9.0e-55 

124 

95 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141580 

LIB3168-001-P1-K1-F12 

BLASTX 

gl628583 

536 

9-0e-55 

101 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141581 

LIB3168-001-P1-K1-F2 

BLASTX 

gl33406 

164 

3.0e-ll 

34 

88 

DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_81501_pir C23525 DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - spinach chloroplast 

>gi_12265_emb_CAA27214_ (X03496) pot. RNA polymerase alpha 
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# 



subunit (aa 1-335) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141582 

LIB3168-001-P1-K1-F3 

BLASTX 

gl628583 

399 

l,0e-38 

109 

75 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141583 

LIB3168-001-P1-K1-F4 

BLASTN 

g2264311 

70 

7.0e-31 

93 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLNl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141584 

LIB3168-001-P1-K1-F5 

BLASTX 

gll2681 

612 

9.0e-64 

160 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir SO8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 



141585 

LIB3168-001-P1-K1-F6 

BLASTX 

gll2741 

865 

2.0e-93 

164 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141586 

LIB3168-001-P1-K1-F7 



17283 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

67 

7.0e-31 

135 

59 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_erab_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141587 

LIB3168-001-P1-K1-F8 

BLASTX 

gl628583 

594 

5.0e-62 

123 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141588 

LIB3168-001-P1-K1-F9 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141589 

LIB3168-001-P1-K1-G1 

BLASTX 

gll2681 

590 

3.0e-61 

148 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141590 

LIB3168-001-P1-K1-G10 

BLASTX 

gll2741 

605 

6.0e-63 

144 
82 

2S SEED STORAGE PROTEIN 



3 PRECURSOR (2S ALBUMIN STORAGE 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141591 

LIB3168-001-P1-K1-G11 

BLASTX 

gl628583 

343 

3.0e-32 

90 

76 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141592 

LIB3168-001-P1-K1-G12 

BLASTX 

gll2681 

679 

l.Oe-71 

164 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141593 

LIB3168-001-P1-K1-G2 

BLASTX 

g3047098 

161 

8.0e-ll 

90 

42 

{AF058826) similar to eukaryotic protein Jcinase domains 
(Pfam: pkinase.hmm, score: 171.43) [Arabidopsis thaliana] 

141594 

LIB3168-001-P1-K1-G3 

BLASTX 

g3281855 

510 

l.Oe-53 

138 

79 

{AL031004) hypothetical protein [Arabidopsis thaliana] 
141595 

LIB3168-001-P1-K1-G4 
BLASTX 



17285 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl072480 
413 

4.0e-59 

154 

81 

cruciferin 1 precursor 



rape 



141596 

LIB3168-001-P1-K1-G5 

BLASTX 

gl628583 

548 

3.0e-56 

171 
66 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einfo_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141597 

LIB3168-001-P1-K1-G7 

BLASTX 

gl628583 

642 

3,0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141598 

LIB3168-001-P1-K1-G8 

BLASTX 

gll2741 

879 

5.0e-95 

164 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albiimin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albiimin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__einb_CAA8 08 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141599 

LIB3168-001-P1-K1-G9 

BLASTX 

gll2682 

630 

l,0e-68 

160 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17286 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141600 

LIB3168-001-P1-K1-H10 

BLASTX 

gl628583 

181 

2.0e-13 

90 

50 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141601 

LIB3168-001-P1-K1-H11 

BLASTX 

gll2681 

785 

6,0e-84 

174 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141602 

LIB3168-001-P1-K1-H12 

BLASTX 

gl628583 

706 

l,0e-74 

168 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141603 

LIB3168-001-P1-K1-H2 

BLASTX 

gll2682 

686 

2.0e-72 

150 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No, 



141604 
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Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-001-P1-K1-H3 

BLASTX 

gll2737 

250 

3.0e-21 

86 

63 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141605 

LIB3168-001-P1-K1-H4 

BLASTX 

gl628583 

316 

2.0e-29 

71 

86 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141606 

LIB3168-001-P1-K1-H5 

BLASTX 

gl628583 

338 

2.0e-32 

65 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emfo_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141607 

LIB3168-001-P1-K1-H6 

BLASTX 

g2651310 

188 

7.0e-49 

102 

98 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141608 

LIB3168-001-P1-K1-H7 

BLASTX 

gl628583 

625 

3.0e-65 
128 
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% identity 

NCBI Description 



99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_enib_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141609 

LIB3168-001-P1-K1-H8 

BLASTX 

gl628583 

638 

7.0e-67 

123 

99 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141610 

LIB3168-001-P1-K1-H9 

BLASTX 

gl628583 

496 

l.Oe-60 

121 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141611 

LIB3168-002-P1-K1-A1 

BLASTX 

gll70936 

209 

9.0e-17 

68 

68 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_1084406_pir S46538 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429104_einb_CAA80865_ (Z24741) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

141612 

LIB3168-002-P1-K1-A10 

BLASTX 

gll2739 

357 

5.0e-34 

109 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir ^NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoforra 2 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490711_einb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

141613 

LIB3168-002-P1-K1-A11 

BLASTX 

gll2741 

705 

l.Oe-74 

131 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi_68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141614 

LIB3168-002-P1-K1-A12 

BLASTX 

gll2681 

511 

4.0e-52 

121 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141615 

LIB3168-002-P1-K1-A2 

BLASTX 

gl628583 

514 

3.0e-52 

109 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141616 

LIB3168-002-P1-K1-A3 

BLASTX 

gll2681 

399 

5.0e-39 

112 

67 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CElAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 



17290 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141617 

LIB3168-002-P1-K1-A4 

BLASTX 

gl628583 

554 

4.0e-57 

111 

96 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141618 

LIB3168-002-P1-K1-A8 

BLASTX 

gll2743 

549 

2.0e-56 

117 

87 

2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 {M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141619 

LIB3168-002-P1-K1-A9 

BLASTX 

gl628583 

620 

l.Oe-64 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141620 

LIB3168-002-P1-K1-B10 

BLASTX 

gl628583 

127 

4.0e-07 

53 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



141621 

LIB3168-002-P1-K1-B11 
BLASTX 



17291 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
621 

5.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141622 

LIB3168-002-P1-K1-B12 

BLASTN 

g2264317 

55 

5.0e-22 

196 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141623 

LIB3168-002-P1-K1-B2 

BLASTX 

gll2741 

400 

3.0e-39 

79 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albxamin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846,l_ '(AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141624 

LIB3168-002-P1-K1-B4 

BLASTX 

gll2681 

544 

7.0e-56 

128 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141625 

LIB3168-002-P1-K1-B5 

BLASTX 

gll2737 

226 

l.Oe-37 
114 



17292 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E val.ue 

Match length 

% identity 

NCBI Description 



71 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 23 albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albmin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141626 

LIB3168-002-P1-K1-B6 

BLASTN 

g4415905 

132 

2.0e-68 

163 

95 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141627 

LIB3168-002-P1-K1-B7 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141628 

LIB3168-002-P1-K1-B8 

BLASTX 

g2129659 

524 

2.0e-53 
151 
73 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141629 

LIB3168-002-P1-K1-C1 

BLASTX 

g3236238 

141 

3.0e-53 

121 

88 

(AC004684) putative ARFl GTPase activating protein 
[Arabidopsis thaliana] >gi_45197 92_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



141630 

LIB3168-002-P1-K1-C10 



17293 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

500 

6.0e-51 

99 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141631 

LIB3168-002-P1-K1-C11 

BLASTX 

gl628583 

621 

5.0e-65 

119 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141632 

LIB3168-002-P1-K1-C2 

BLASTN 

g3228389 

393 

O.Oe+00 

393 

100 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

141633 

LIB3168-002-P1-K1-C3 

BLASTX 

g3334323 

656 

7.0e-69 

151 

86 

GTP-BINDING PROTEIN SARIA >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104 532_gb_AAC787 00 . 1_ 
{AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA,4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141634 

LIB3168-002-P1-K1-C4 

BLASTX 

g3924605 

509 

9.0e-52 

116 

84 

(AF069442) putative inhibitor of apoptosis [Arabidopsis 
thaliana] 



17294 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141635 

LIB3168-002-P1-K1-C5 

BLASTX 

gl628583 

638 

6.0e-67 

127 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ {AL021749) 12S' 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141636 

LIB3168-002-P1-K1-C6 

BLASTX 

gl628583 

342 

3.0e-32 

130 

57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141637 

LIB3168-002-P1-K1-C7 

BLASTX 

gll2682 

717 

4.0e-76 

159 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141638 

LIB3168-002-P1-K1-C9 

BLASTX 

gl628583 

634 

2.0e-66 

123 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141639 

LIB3168-002-P1-K1-D1 

BLASTX 

gl628583 

608 

2.0e-63 



17295 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 
80 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141640 

LIB3168-002-P1-K1-D11 

BLASTX 

gll2682 

696 

l.Oe-73 

148 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141641 

LIB3168-002-P1-K1-D12 

BLASTX 

gl628583 

571 

6.0e-59 

123 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eitib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141642 

LIB3168-002-P1-K1-D2 

BLASTX 

gll2681 

692 

4.0e-73 

167 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_eitib_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141643 

LIB3168-002-P1-K1-D4 

BLASTX 

gl628583 

313 

6.0e-29 

60 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17296 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141644 

LIB3168-002-P1-K1-D6 

BLASTX 

g2979559 

433 

4 .Oe-43 
91 

96 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141645 

LIB3168-002-P1-K1-D7 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141646 

LIB3168-002-P1-K1-D8 

BLASTX 

g2623303 

447 

l.Oe-44 

88 

98 

(AC002409) putative cytochrome P450 [Arabidopsis thaliana] 
141647 

LIB3168-002-P1-K1-D9 

BLASTX 

gll2741 

725 

4.0e-77 

135 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_einb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141648 

LIB3168-002-P1-K1-E1 

BLASTX 

gl628583 

626 

2.0e-65 
123 



17297 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141649 

LIB3168-002-P1-K1-E10 

BLASTX 

gl628583 

450 

3.0e-50 

107 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141650 

LIB3168-002-P1-K1-E11 

BLASTX 

g4204299 

675 

4.0e-71 

131 

100 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

141651 

LIB3168-002-P1-K1-E12 

BLASTN 

g3256065 

343 

O.Oe+00 

363 

99 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 

141652 

LIB3168-002-P1-K1-E2 

BLASTX 

gll07501 

385 

3.0e-37 

128 
62 

{X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana, ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene, [Arabidopsis thaliana] 

141653 

LIB3168-002-P1-K1-E3 

BLASTX 

g514324 

226 



17298 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-31 

107 

76 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 
>gi__2462755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_1586550__prf 2204246B RNA 

polymerase [Arabidopsis thaliana] 

141654 

LIB3168-002-P1-K1-E4 

BLASTN 

g4539331 

205 

l.Oe-111 

455 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141655 

LIB3168-002-P1-K1-E5 

BLASTX 

gll2682 

478 

3.0e-48 

111 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CEIB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141656 

LIB3168-002-P1-K1-E6 

BLASTN 

g3985950 

434 

O.Oe+00 

488 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPIIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141657 

LIB3168-002-P1-K1-E7 

BLASTN 

g4757417 

115 

7.0e-58 
377 

98 ' ^ 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
T30G6, complete sequence 



Seq. No. 
Seq. ID 



141658 

LIB3168-002-P1-K1-E8 



17299 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



141659 

LIB3168-002-P1-K1-F1 

BLASTN 

g2828278 

219 

l.Oe-120 

472 

97 

Arabidopsis thaliana DNA chromosome 4, BAG clone T18B16 
(ESSAII project) 



141660 

LIB3168-002-P1-K1-F11 

BLASTX 

gl526424 

358 

3.0e-34 

83 

84 

(D64140) LEA protein in group 3 



[Arabidopsis thaliana] 



141661 

LIB3168-002-P1-K1-F12 
BLASTX 
gl628583 
373 

8.0e-36 
87 
86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141662 

LIB3168-002-P1-K1-F2 
BLASTN 
g3068702 
95 

8.0e-46 
95 
100 

NCBI Description Arabidopsis thaliana putative transmembrane protein Glp 
{AtGl}, putative nuclear DNA-binding protein G2p (AtG2), 
Eml protein (ATEMl), putative chlorophyll synthetase 
{AtG4), putative transmembrane protein G5p {AtG5) , put 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 



141663 



17300 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-002-P1-K1-F3 

BLASTX 

gll2681 

578 

8.0e-60 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141664 

LIB3168-002-P1-K1-F4 

BLASTX 

gl628583 

599 

2.0e-62 

129 
91 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141665 

LIB3168-002-P1-K1-F5 

BLASTX 

g4204299 

421 

l.Oe-41 

84 

98 

{AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141666 

LIB3168-002-P1-K1-F6 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141667 

LIB3168-Q02-P1-K1-F9 

BLASTX 

gll2682 

672 

8.Qe-71 

152 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_ 



S08510 



17301 




cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eitib_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141668 

LIB3168-002-P1-K1-G1 

BLASTN 

gl628582 

77 

5.0e-36 

77 

35 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141669 

LIB3168-002-P1-K1-G10 

BLASTX 

gl628583 

112 

3.0e-05 

66 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141670 

LIB3168-002-P1-K1-G11 

BLASTX 

gll2681 

760 

4.0e-81 

144 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141671 

LIB3168-002-P1-K1-G12 

BLASTN 

gll804 

195 

l,0e-105 

333 

92 

Tobacco chloroplast genes for 4.5S and 



5S ribosomal RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141672 

LIB3168-002-P1-K1-G3 

BLASTN 

g608672 

296 



17302 



E value l.Oe-166 

Match length 319 

% identity 99 

NCBI Description Arabadopsis thaiiana Landsberg AAP5 mRNA 

Seq. No. 141673 

Seq. ID LIB3168-002-P1-K1-G4 

Method BLASTX 

NCBI GI gl62a583 

BLAST score 624 

E value 4.0e-65 

Match length 121 

% identity 98 ^.^ • 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsxs 
thaiiana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 

141674 

LIB3168-002-P1-K1-G5 
BLASTX 
gl628583 
635 

2.0e-66 
123 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 

141675 

LIB3168-002-P1-K1-G6 
BLASTX 
gl628583 
642 

3.0e-67 

123 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_28424 95__emb_CAA16892_ (AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaiiana] 

141676 

LIB3168-002-P1-K1-G7 
BLASTX 
gl628583 
510 

4.0e-52 

99 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 

Seq. No. 141677 

Seq. ID LIB3168-002-P1-K1-G8 

Method BLASTX 

NCBI GI gll2737 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17303 



580 

5.0e-60 
139 
81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 23 albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

Seq. No. 141678 

Seq. ID LIB3168-002-P1-K1-G9 

Method BLASTX 

NCBI GI gl628583 

BLAST score 212 

E value 6.0e-17 

Match length 69 

% identity 99 . 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabxdopsis 
thaliana] >gi_28424 95_erab_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141679 

LIB3168-002-P1-K1-H1 
BLASTX 
gl628583 
578 

8.0e-60 
120 
95 

(U66916) 12S cruciferin seed storage protein [Arabxdopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

Seq. No. 141680 

Seq. ID LIB3168-002-P1-K1-H10 

Method BLASTN 

NCBI GI g2618604 

BLAST score 197 

E value l.Oe-107 

Match length 201 

% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 

141681 

LIB3168-002-P1-K1-H12 
BLASTX 
gll2682 
549 

2.0e-56 

131 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17304 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141682 

LIB3168-002-P1-K1-H2 

BLASTN 

gl628582 

33 

5.0e-09 

144 
89 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

141683 

LIB3168-002-P1-K1-H3 

BLASTX 

gl628583 

594 

l.Oe-61 

120 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eic±>_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141684 

LIB3168-002-P1-K1-H5 

BLASTX 

g2129657 

480 

3.0e-48 

125 

80 

oleosin isoform - Arabidopsis thaliana 

>gi_987 014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_erab_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

141685 

LIB3168-002-P1-K1-H6 

BLASTX 

g81546 

244 

l.Oe-20 

154 

37 

alpha-globulin type B precursor (tandem 1) - upland cotton 
(fragment) 

141686 

LIB3168-002-P1-K1-H7 

BLASTN 

g2842474 

266 

l.Oe-148 



17305 



Match length 266 
% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141687 

LIB3168-002-P1-K1-H8 

BLASTX 

gll2682 

697 

l.Oe-73 

159 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


141688 


Seq. ID 


LIB3168-002-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


413 


E value 


l.Oe-40 


Match length 


103 


% identity 


83 


NCBI Description 


(AC002387) putative surface prot 


Seq. No. 


141689 


Seq. ID 


LIB3168-003-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g2281081 


BLAST score 


173 


E value 


2.0e-92 


Match length 


394 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141690 

LIB3168-003-P1-K1-A7 

BLASTX 

gll2681 

291 

2.0e-26 

97 

61 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SOS 50 9 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



141691 

LIB3168-003-P1-K1-A8 
BLASTX 



17306 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
650 

2.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141692 

LIB3168-003-P1-K1-A9 

BLASTX 

gll2682 

580 

3.0e-60 

110 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141693 

LIB3168-003-P1-K1-B1 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141694 

LIB3168-003-P1-K1-B2 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141695 

LIB3168-003-P1-K1-B7 

BLASTN 

g2673901 

382 

O.Oe+00 

382 

100 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17307 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141696 

LIB3168-003-P1-K1-B9 

BLASTX 

gl345973 

522 

3.0e-53 

114 

83 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

I.1I.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi 471091 dbj_BAA04505_ {D17579) fatty acid desaturase 
[Aribidopsis thaliana] >gi_1197795_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141697 

LIB3168-003-P1-K1-C1 

BLASTX 

gll2682 

646 

l.Oe-67 

153 

81 

12s SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141698 

LIB3168-003-P1-K1-C3 

BLASTX 

gl628583 

538 

5.0e-55 

101 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141699 

LIB3168-003-P1-K1-C7 

BLASTX 

g4455200 

393 

3.0e-38 

87 

95 

(AL035440) putative CDP-diacylglycerol synthetase 
[Arabidopsis thaliana] 



Seq. No. 



141700 



17308 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-003-P1-K1-C8 

BLASTX 

gll2741 

770 ' 

3.0e-82 

144 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (28 ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albiomin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1__ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141701 

LIB3168-003-P1-K1-C9 

BLASTN 

g4662609 

278 

l.Oe-155 

383 
96 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

141702 

LIB3168-003-P1-K1-D1 

BLASTX 

gl628583 

663 

8.0e-70 

139 

92 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (ALG21749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141703 

LIB3168-003-P1-K1-D2 

BLASTX 

gl628583 

233 

l.Oe-19 

46 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141704 

LIB3168-003-P1-K1-D3 

BLASTX 

gl703220 

717 

5.0e-76 
153 



17309 



% identity 

NCBI Description 



86 

AIG2 PROTEIN >gi_1127806 
thaliana] 



{U40857) AIG2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141705 

LIB3168-003-P1-K1-D7 

BLASTX 

gll2741 

850 

l.Oe-91 

161 
98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855__pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141706 

LIB3168-003-P1-K1-D9 

BLASTX 

gll2681 

637 

l.Oe-66 

146 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SOS 50 9 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141707 

LIB3168-003-P1-K1-E1 

BLASTX 

gll2737 

375 

3.0e-36 

100 

74 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albiomin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1__ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141708 

LIB3168-003-P1-K1-E7 

BLASTN 

g3402671 

431 

O.Oe+00 
470 



17310 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141709 

LIB3168-004-P1-K1-A1 

BLASTN 

g2351064 

40 

5.0e-14 

56 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141710 

LIB3168-004-P1-K1-A11 

BLASTX 

gl730560 

374 

4.0e-36 

111 

67 

ALPHA-GLUCAN PHOSPHORYLASE, 
H) >gi_510932__emb_CAA84494 



H ISOZYME (STARCH PHOSPHORYLASE 
(Z35117) alpha 1,4-glucan 



phosphorylase type H [Vicia faba] 
141711 

LIB3168-004-P1-K1-A2 

BLASTN 

g4468103 

181 

2.0e-97 

235 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



M3E9 



141712 

LIB3168-004-P1-K1-A5 

BLASTX 

gll2681 

700 

4.0e-74 

137 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141713 

LIB3168-004-P1-K1-A6 

BLASTX 

gll2681 

613 



17311 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-64 

121 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141714 

LIB3168-004-P1-K1-A7 

BLASTN 

g2828181 

269 

l.Oe-150 

373 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141715 

LIB3168-004-P1-K1-A8 

BLASTX 

gll2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141716 

LIB3168-004-P1-K1-B1 

BLASTN 

gl777655 

126 

l.Oe-64 

158 

95 

Crossosoma californicum 18S ribosomal RNA gene, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141717 

LIB3168-004-P1-K1-B10 

BLASTN 

g3335331 

404 

O.Oe+00 

428 

99 

Arabidopsis thaliana chromosome 1 BAC T8F5 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 



141718 



17312 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-004-P1-K1-B12 

BLASTN 

gl6472 

305 

l.Oe-171 

313 

99 

A.thaliana rRNA repeat unit, 



most frequent IGR type 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141719 

LIB3168-004-P1-K1-B3 

BLASTN 

gl628582 

81 

7.0e-38 

144 

41 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 

141720 

LIB3168-004-P1-K1-B4 

BLASTX 

g3023848 

365 

l.Oe-38 

93 
45 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

141721 

LIB3168-004-P1-K1-B5 

BLASTX 

gll2681 

474 

9.0e-48 

115 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141722 

LIB3168-004-P1-K1-B6 

BLASTX 

gll2681 

517 

9.0e-53 

124 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 



17313 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141723 

LIB3168-004-P1-K1-B8 

BLASTX 

g3582436 

247 

5.0e-23 

99 

58 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
141724 

LIB3168-004-P1-K1-C1 

BLASTX 

g266693 

270 

3.0e-24 

74 

74 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_einb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756. 1_ 
{AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141725 

LIB3168-004-P1-K1-C11 

BLASTX 

gl628583 

705 

9.0e-75 

135 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141726 

LIB3168-004-P1-K1-C12 

BLASTN 

g3063690 

403 

O.Oe+00 

422 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F4D11 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141727 

LIB3168-004- 
BLASTN 
g3108025 
363 

O.Oe+00 
431 



■P1-K1-C3 



17314 



% identity 96 

NCBI Description Arabidopsis thaliana chromosome 1 BAG T13D8, complete 
sequence [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141728 

LIB3168-004-P1-K1-C7 

BLASTX 

gll2737 

580 

4,0e-60 

139 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albiimin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141729 

LIB3168-004-P1-K1-C8 

BLASTX 

g2160151 

291 

2.0e-26 
93 
63 

(AC000375) 
(gb__X77260 



Strong similarity to Brassica aspartic protease 
. [Arabidopsis thaliana] 



141730 

LIB3168-004-P1-K1-D1 

BLASTX 

g2326363 

648 

5.0e-68 

142 

90 

(AJ001037) DNA-directed RNA polymerase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



141731 

LIB3168-004-P1-K1-D10 

BLASTX 

gll09699 

597 

4.0e-62 

114 

100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 
141732 

LIB3168-004-P1-K1-D11 

BLASTX 

gl628583 

421 
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E value 
Match length 
% identity 
NCBI Description 



# 



2.0e-41 

102 
84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141733 

LIB3168-004-P1-K1-D12 

BLASTX 

gl628583 

729 

l.Oe-77 

139 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBl' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141734 

LIB3168-004-P1-K1-D2 

BLASTX 

g3170525 

446 

2,0e-44 

114 

75 

(AF054 615) cellulase [Fragaria x ananassa] 
141735 

LIB3168-004-P1-K1-D4 

BLASTX 

gl345973 

360 

3.0e-34 

114 

68 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99,-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

141736 

LIB3168-004-P1-K1-D5 

BLASTX 

gl628583 

464 

l,0e-46 

122 

75 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 2842495_emb_CAA16892_ (AL021749) 12S 



17316 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141737 

LIB3168-004-P1-K1-D6 

BLASTX 

gl628583 

343 

8.0e-33 

76 

87 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141738 

LIB3168-004-P1-K1-D7 

BLASTX 

gll73187 

605 

5.0e-63 

122 
95 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 {U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141739 

LIB3168-004-P1-K1-D8 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


141740 


Seq. ID 


LIB3168-004 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


296 


E value 


9.0e-27 


Match length 


120 


% identity 


57 


NCBI Description 


(AC005168) 


Seq. No. 


141741 


Seq. ID 


LIB3168-004 


Method 


BLASTX 


NCBI GI 


g2062164 


BLAST score 


94 


E value 


4.0e-03 


Match length 


130 


% identity 


11 
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® 



NCBI Description 



(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141742 

LIB3168-004-P1-K1-E11 

BLASTX 

gll2682 

653 

l.Oe-68 

143 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141743 

LIB3168-004-P1-K1-E12 

BLASTX 

gll2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141744 

LIB3168-004-P1-K1-E2 

BLASTX 

g2501188 

208 

2.0e-16 

59 

75 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

141745 

LIB3168-004-P1-K1-E3 

BLASTX 

gll4654 

266 

3.0e-23 

77 

78 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898__pir LWNTA H-f-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_einb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 
subunit III [Nicotiana tabacum] >gi__224347_prf 1102209A 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

141746 

LIB3168-004-P1-K1-E5 

BLASTN 

g2244991 

247 

l;0e-136 

376 

97 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 

141747 

LIB3168-004-P1-K1-E6 

BLASTN 

g2244991 

179 

4.0e-96 

274 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

141748 

LIB3168-004-P1-K1-E7 

BLASTN 

g2264306 

112 

5.0e-56 

375 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141749 

LIB3168-004-P1-K1-E8 

BLASTX 

gll2741 

729 

l.Oe-77 

136 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141750 

LIB3168-004-P1-K1-E9 

BLASTX 

gl628583 

622 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141751 

LIB3168-004-P1-K1-F1 

BLASTX 

gll4661 

616 

2.0e-64 

137 
87 

ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT IV) 

>gi_67924__pir LWNT6 H+-transporting ATP synthase (EC 

3.6.1.34) chain a - common tobacco chloroplast 
>gi_11813_emb_CAA77344_ {Z00044) ATPase sunthase IV subunit 

[Nicotiana tabacum] >gi_225273_prf 1211235H ATPase a 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141752 

LIB3168-004-P1-K1-F10 

BLASTX 

gll2681 

634 

2.0e-66 

131 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141753 

LIB3168-004-P1-K1-F12 

BLASTX 

g3421384 

678 

l.Oe-71 

142 

92 

(AF081067) lAA-Ala hydrolase; lAA-amino acid hydrolase 
[Arabidopsis thaliana] 

141754 

LIB3168-004-P1-K1-F7 

BLASTX 

g3287691 

194 

8.0e-15 

134 
39 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 



17320 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141755 

LIB3168-004-P1-K1-F8 

BLASTX 

g2160151 

538 

4.0e-55 

121 

87 

(AC000375) Strong similarity to Brassica aspartic protease 
{gb X77260) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141756 

LIB3168-004-P1-K1-F9 

BLASTX 

gl628583 

688 

l.Oe-72 

143 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141757 

LIB3168-004-P1-K1-G1 

BLASTN 

g2842474 

174 

2.0e-93 

174 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F20O9 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141758 

LIB3168-004-P1-K1-G10 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141759 

LIB3168-004-P1-K1-G3 

BLASTN 

g2656028 

335 

O.Oe+00 

417 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNF13 



PI clone: 



17321 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141760 

LIB3168-004-P1-K1-G5 

BLASTX 

gll2681 

499 

l.Oe-50 

95 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141761 

LIB3168-004-P1-K1-G6 

BLASTX 

gll2681 

126 

4.0e-45 

132 

68 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No- 


141762 


Seq. ID 


LIB3168-004-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2213586 


BLAST score 


555 


E value 


4.0e-57 


Match length 


135 


% identity 


84 


NCBI Description 


{AC000348) T7N9.6 [Arabidopsis thaliana] 


Seq. No. 


141763 


Seq. ID 


LIB3168-004-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4106339 


BLAST score 


327 


E value 


O.Oe+00 


Match length 


354 


% identity 


97 


NCBI Description 


Arabidopsis thaliana protein phosphatase 




subunit isoform B' delta mRNA, complete 


Seq. No. 


141764 


Seq. ID 


LIB3168-004-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


386 


E value 


2.0e-58 


Match length 


119 



17322 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 



98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141765 

LIB3168-004-P1-K1-H10 

BLASTX 

gll2740 

260 

l.Oe-22 

117 

51 

NAPIN 2 PRECURSOR {1.7S SEED STORAGE PROTEIN) 

>gi__81691_pir ^A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

141766 

LIB3168-004-P1-K1-H11 

BLASTN 

gl628582 

52 

2.0e-20 

112 
87 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRUS) gene, complete cds 

141767 

LIB3168-004-P1-K1-H12 

BLASTX 

gll2681 

630 

6.0e-66 

143 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141768 

LIB3168-004-P1-K1-H3 

BLASTX 

gl628583 

208 

4.0e-17 

56 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141769 

LIB3168-004-P1-K1-H5 



17323 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq« No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl742961 

480 " 

2.0e-48 

96 

98 

(X94756) cystathionine gamma- synthase [Arabidopsis 
thaliana] 



141770 

LIB3168-004-P1-K1-H6 

BLASTX 

gl742961 

483 

8.0e-49 

97 

98 

(X94756) cystathionine 
thaliana] 



gamma-synthase [Arabidopsis 



141771 

LIB3168-004-P1-K1-H8 

BLASTN 

g4206762 

251 

l.Oe-139 

347 

97 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

141772 

LIB3168-004-P1-K1-H9 

BLASTX 

gll2681 

738 

l.Oe-78 

139 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141773 

LIB3168-005-P1-K1-A1 

BLASTX 

gl628583 

380 

l.Oe-36 

97 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141774 

LIB3168-005-P1-K1-A10 

BLASTX 

gl628583 

755 

l.Oe-80 

143 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] , 

141775 

LIB3168-005-P1-K1-A12 

BLASTN 

g4512656 

160 

l.Oe-84 

376 

84 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141776 

LIB3168-005-P1-K1-A3 

BLASTX 

gl628583 

628 

l.Oe-65 

134 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141777 

LIB3168-005-P1-K1-A5 

BLASTX 

gl351272 

479 

3.0e-48 

112 

85 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
{U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

141778 

LIB3168-005-P1-K1-A8 

BLASTX 

gll2682 

703 

2.0e-74 

144 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 pir S08510 



17325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141779 

LIB3168-005-P1-K1-B1 

BLASTX 

g4104058 

248 

3.0e-21 

106 

47 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141780 

LIB3168-005-P1-K1-B10 

BLASTX 

gll2741 

705 

9.0e-75 

131 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855__pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141781 

LIB3168-005-P1-K1-B11 

BLASTX 

gl628583 

440 

l.Oe-43 

83 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141782 

LIB3168-005-P1-K1-B12 

BLASTX 

gl628583 

674 

4.0e-71 

142 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



141783 



17326 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-005-P1-K1-B2 

BLASTX 

gl628583 

314 

7.0e-29 

60 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141784 

LIB3168-005-P1-K1-B3 

BLASTN 

g4512656 

165 

l.Oe-87 

357 

83 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 

141785 

LIB3168-005-P1-K1-B5 

BLASTX 

gl628583 

641 

3.0e-67 

133 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141786 

LIB3168-005-P1-K1-B6 

BLASTN 

g4455348 

404 

O.Oe+00 

419 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



T13J8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141787 

LIB3168-005-P1-K1-B7 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17327 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141788 

LIB3168-005-P1-K1-B8 

BLASTX 

gll2741 

741 

6.0e-79 

138 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141789 

LIB3168-005-P1-K1-C1 

BLASTN 

g3790586 

109 

3.0e-54 

175 

100 

Arabidopsis thaliana RING-H2 finger protein RHF2a mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141790 

LIB3168-005-P1-K1-C10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141791 

LIB3168-005-P1-K1-C12 

BLASTX 

g3695378 

404 

2.0e-39 

106 

76 

(AF096370) contains similarity to NAM 
-lilce proteins [Arabidopsis thaliana] 



(no apical meristem) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141792 

LIB3168-005-P1-K1-C2 

BLASTX 

gl628583 

351 

3.0e-33 
81 



17328 



% identity 

NCBI Description 



98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 



141793 

LIB3168-005-P1-K1-C3 

BLASTX 

gl628583 

599 

3.0e-62 

120 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141794 

LIB3168-005-P1-K1-C5 

BLASTX 

gll2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141795 

LIB3168-005-P1-K1-C6 

BLASTX 

gl628583 

767 

5.0e-82 

145 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141796 

LIB3168-Q05-P1-K1-C8 

BLASTX 

gl628583 

704 

l.Oe-74 

137 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141797 

LIB3168-005-P1-K1-D1 



17329 



Method 


# 

BLASTX 


NCBI GI 


,gl628583 


BLAST score ^ 


627 


E value 


l.Oe-65 


Match length 


123 


% identity 


98 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141798 

LIB3168-005-P1-K1-D10 

BLASTX 

gl628583 

622 

5.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141799 

LIB3168-005-P1-K1-D11 

BLASTX 

gl703108 

638 

7.0e-67 

118 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 {U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141800 

LIB3168-005-P1-K1-D2 

BLASTX 

gll2681 

600 

2.0e-62 

115 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_enib_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141801 

LIB3168-005-P1-K1-D3 

BLASTX 

gl628583 

684 

3.0e-72 
147 



17330 



# 



% identity 

NCBI Description 



90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141802 

LIB3168-005-P1-K1-D5 

BLASTX 

g2244906 

392 

5.0e-38 

116 

69 

{Z 97 33 9) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

141803 

LIB3168-005-P1-K1-D6 

BLASTX 

gll2739 

184 

7.0e-14 

35 
97 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albiamin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ {AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

141804 

LIB3168-005-P1-K1-D7 

BLASTX 

gl628583 

595 

5.0e-62 

116 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141805 

LIB3168-005-P1-K1-D8 

BLASTX 

gl628583 

625 

2. Oe-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



141806 



17331 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-005-P1-K1-E1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141807 

LIB3168-005-P1-K1-E10 

BLASTX 

gll2681 

620 

9.0e-65 

143 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141808 

LIB3168-005-P1-K1-E11 

BLASTX 

gl628583 

575 

2.0e-59 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141809 

LIB3168-005-P1-K1-E12 

BLASTN 

gl6231 

78 

3.0e-36 

109 
93 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141810 

LIB3168-005-P1-K1-E2 

BLASTX 

gll2741 

728 

2.0e-77 

137 
99 



17332 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidop-sis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846,l_ (AL035680) NWMU3-2S albxomin 3 
precursor [Arabidopsis thaliana] 

141811 

LIB3168-005-P1-K1-E3 

BLASTX 

gll2737 

566 

2.0e-58 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4 4 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141812 

LIB3168-005-P1-K1-E5 

BLASTX 

gll2682 

620 

9,0e-65 

143 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141813 

LIB3168-005-P1-K1-E7 

BLASTX 

gl628583 

593 

9.0e-62 

116 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141814 

LIB3168-005-P1-K1-E8 

BLASTX 

g4263523 

176 

2.0e-34 
136 



17333 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34 

(AC004044) 



hypothetical protein [Arabidopsis thaliana] 



141815 

LIB3168-005-P1-K1-F1 

BLASTX 

g2129659 

378 

2.0e-36 

120 

68 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



141816 

LIB3168-005-P1-K1-F10 

BLASTN 

g2864607 

414 

0,0e+00 

418 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

141817 

LIB3168-005-P1-K1-F11 

BLASTX 

g2129657 

433 

8.0e-43 

116 

78 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

141818 

LIB3168-005-P1-K1-F12 

BLASTX 

gl628583 

611 

l,0e-63 

117 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141819 

LIB3168-005-P1-K1-F2 

BLASTX 

gll2681 

492 

8.0e-50 
121 



17334 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141820 

LIB3168-005-P1-K1-F3 

BLASTX 

gl628583 

411 

3.0e-40 

113 

73 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141821 

LIB3168-005-P1-K1-F5 

BLASTX 

gll6527 

642 

2.0e-67 

137 

88 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabaciom] 

141822 

LIB3168-005-P1-K1-F6 

BLASTX 

gl628583 

171 

4.0e-12 

81 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_ertib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141823 

LIB3168-005-P1-K1-F7 

BLASTX 

gll2682 

580 

3.0e-60 

110 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_eitib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17335 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141824 

LIB3168-005-P1-K1-F8 

BLASTX 

g2194142 

164 

7.0e-43 

104 

92 

(AC002062) 
this gene. 



ESTs gb_N38288,gb_T43486,gb_AA395242 come from 
[Arabidopsis thaliana] 



141825 

LIB3168-005-P1-K1-F9 

BLASTN 

g2182286 

71 

9.0e-32 

115 

90 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



141826 

LIB3168-005-P1-K1-G1 

BLASTN 

g4490717 

253 

l.Oe-140 

395 

99 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



-005-Pl-Kl-GlO 



141827 
LIB3168- 
BLASTX 
gll2739 
471 

3.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

141828 

LIB3168-005-P1-K1-G12 

BLASTN 

g3449330 

415 

O.Oe+00 
430 



17336 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14, complete sequence [Arabidopsis thaliana] 

141829 

LIB3168-005-P1-K1-G2 

BLASTX 

gll2682 

574 

2.0e-59 

119 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141830 

LIB3168-005-P1-K1-G3 

BLASTN 

g903687 

60 

5.0e-25 

170 

90 

Arabidopsis thaliana leucine zipper mRNA, complete cds 
141831 

LIB3168-005-P1-K1-G5 

BLASTX 

g4510377 

322 

5.0e-32 

142 

56 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
141832 

LIB3168-005-P1-K1-G6 

BLASTX 

gl628583 

404 

8.0e-40 

83 

96 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141833 

LIB3168-005-P1-K1-G7 

BLASTX 

gl628583 

316 

4.0e-29 
60 



17337 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141834 

LIB3168-005-P1-K1-G8 

BLASTX 

gll2681 

603 

8.0e-63 

121 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141835 

LIB3168-005-P1-K1-H1 

BLASTX 

gll2681 

577 

l.Oe-59 

140 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141836 

LIB3168-005-P1-K1-H11 

BLASTN 

g2760164 

42 

3.0e-14 

295 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141837 

LIB3168-005-P1-K1-H12 

BLASTX 

gl628583 

482 

l.Oe-48 

124 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



141838 



17338 



oeCJ. LU 


1j±doxoo uuo jt-L rvx 






NCBI GI 


g3335171 


BLAST score 


607 


E value 


o . ue-o J 


Matcn lengtn 




% identity 




iNODj. uescj. ipi-ion 


^ricUD/oooy einx?j_yo specitio pxoi-trni o 


becj. jno. 


1 yi 1 Q "5 Q 




j_i±DOXD0 uuo Jrx i\x no 


Method 


Dij/iO J. A 




CT1628583 


BLAST score 


335 


E value 


l.Oe-71 


Match length 


140 


% identity 


97 


NCBI Description 


(U66916) 12S cruciferin seed storage 



[Arabidopsis thaliana] 



Seq^'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141840 

LIB3168-005-P1-K1-H5 

BLASTN 

g3063690 

307 

l.Oe-172 

347 

97 

Arabidopsis thaliana DNA chromosome 4, BAG clone F4D11 
(ESSAII project) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141841 

LIB3168-005-P1-K1-H7 

BLASTX 

g3176874 

597 

4.0e-62 

115 

98 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141842 

LIB3168-005-P1-K1-H8 

BLASTX 

g3063460 

99 

3.0e-30 

80 

97 

(AC003981) F22013.22 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



141843 

LIB3168-006-P1-K1-A1 

BLASTX 

gl628583 



17339 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



636 

l.Oe-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141844 

LIB3168-006-P1-K1-A10 

BLASTX 

g2129657 

535 

l.Oe-54 

137 

81 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

141845 

LIB3168-006-P1-K1-A11 

BLASTX 

g2129657 

300 

3.0e-27 

126 

54 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141846 

LIB3168-006-P1-K1-A12 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141847 

LIB3168-006-P1-K1-A2 

BLASTX 

gll2682 

676 

3.0e-71 

138 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



17340 



® 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

1-41848 

LIB3168-006-P1-K1-A3 

BLASTX 

gl628583 

386 

3.0e-37 

96 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141849 

LIB3168-006-P1-K1-A4 

BLASTN 

g3482964 

191 

l.Oe-103 

374 

98 

Arabidopsis thaliana DNA chromosome 2, 
{ESSAII project) 



BAG clone F13D4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



141850 

LIB3168-006-P1-K1-A5 

BLASTX 

gl628583 

645 

l.Oe-67 

146 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141851 

LIB3168-006-P1-K1-A6 

BLASTX 

gll2681 

696 

l.Oe-73 

142 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141852 

LIB3168-006-P1-K1-A8 

BLASTX 

gll2682 

526 



17341 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-54 

117 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141853 

LIB3168-006-P1-K1-A9 

BLASTX 

gll2681 

705 

9.0e-75 

134 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141854 

LIB3168-006-P1-K1-B10 

BLASTX 

g4455276 

505 

3.0e-51 

117 

86 

{AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

141855 

LIB3168-006-P1-K1-B11 

BLASTX 

gl628583 

216 

l.Oe-17 

45 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141856 

LIB3168-006-P1-K1-B12 

BLASTN 

g4490734 

459 

O.Oe+00 

482 

99 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



17342 



O C • 1.N Q • 


1 4 1 R 
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g4454025 
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294 


E value 


2.0e-26 
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DX 


% identity 
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NCBI Description 


tAuuuzjjyj putatzive afz oonic 




[Arabidopsis thaliana] 


beg. NO. 


14 Xo ou 


Qorr xn 
oeq. xu 


ljXl30XDO UUO i:X rtX r3Q 


Lie 




NCBI GI 


gl628583 


BLAST score 


667 


E value 


3.0e-70 


Match length 


129 


% identity 


98 



(AL035527) putative protein 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141861 

LIB3168-006-P1-K1-B8 

BLASTX 

gl628583 

642 

3.0e-67 

123 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17343 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141862 

LIB3168-006-P1-K1-B9 

BLASTN 

g2182289 

59 

2.0e-24 

358 

89 

Arabidopsis thaliana chromosome I BAG F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141863 

LIB3168-006-P1-K1-C1 

BLASTN 

g2264311 

98 

l.Oe-47 

428 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



141864 

LIB3168-006-P1-K1-C10 

BLASTX 

gll2682 

614 

4.0e-64 

129 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141865 

LIB3168-006-P1-K1-C12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141866 

LIB3168-006-P1-K1-C2 

BLASTX 

gll2737 

715 

9.0e-76 

164 

84 

2S SEED STORAGE PROTEIN 



1 PRECURSOR (2S ALBUMIN STORAGE 



17344 



# • 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141867 

LIB3168-006-P1-K1-C3 

BLASTX 

g2129657 

596 

7.0e-62 

156 

81 

oleosin isoform - Arabidopsis thaliana 

>gi_987 014_emb__CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (254165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141868 

LIB3168-006-P1-K1-C4 

BLASTX 

gl628583 

525 

l.Oe-53 

133 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141869 

LIB3168-006-P1-K1-C5 

BLASTX 

gll2681 

783 

7.0e-84 

148 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141870 

LIB3168-006-P1-K1-C6 

BLASTX 

gl628583 

642 

3.0e-68 

133 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17345 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141871 

LIB3168-006-P1-K1-C7 

BLASTX 

gl628583 

411 

4.0e-40 

117 

72 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141872 

LIB3168-006-P1-K1-C8 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albiomin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033} albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141873 

LIB3168-006-P1-K1-C9 

BLASTX 

gll2681 

650 

3.0e-68 

159 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141874 

LIB3168-006-P1-K1-D1 

BLASTX 

gl628583 

521 

3.0e-53 

110 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



141875 

LIB3168-006-P1-K1-D10 



17346 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

642 

3.0e-67 

123 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141876 

LIB3168-006-P1-K1-D11 

BLASTX 

gll9143 

766 

9.0e-82 

149 

99 

ELONGATION FACTOR 1-ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi__295788_emb_CAA34453_ 
{X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_einb_CAA34454_ {X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 {U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

141877 

LIB3168-006-P1-K1-D12 

BLASTX 

g4406820 

453 

3.0e-45 

86 

100 

(ACO 06201) putative ras super family member [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141878 

LIB3168-006-P1-K1-D2 

BLASTN 

g4589411 

71 

2.0e-31 

209 

61 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F5H8, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141879 

LIB3168-006-P1-K1-D3 

BLASTX 

gl628583 

358 

5.0e-34 



17347 



Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141880 

LIB3168-006-P1-K1-D5 

BLASTX 

gll2682 

661 

2.0e-69 

153 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141881 

LIB3168-006-P1-K1-D6 

BLASTX 

gl628583 

568 

2.0e-58 

140 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141882 

LIB3168-006-P1-K1-D7 

BLASTX 

gll2682 

693 

3.0e-73 

157 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141883 

LIB3168-006-P1-K1-D8 

BLASTX 

gll2741 

866 

2.0e-93 

164 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi 166616 (M22033) albumin 2S subunit 



17348 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_eitib_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141884 

LIB3168-006-P1-K1-D9 

BLASTX 

gl531762 

195 

8.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141885 

LIB3168-006-P1-K1-E1 

BLASTX 

gl31332 

307 

5.0e-28 

70 

90 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72716_pir F2RZ0P 

photosystem II phosphoprotein psbH - rice chloroplast 
>gi_11953_erab_CAA31204_ (X12695) 10 kD phosphoprotein (AA 1 
- 73) [Oryza sativa] >gi_12016_emb__CAA33976_ (X15901) PSII 
lOkDa phosphoprotein [Oryza sativa] 

>gi_226635__prf 1603356BJ photosystem II lOkD 

phosphoprotein [Oryza sativa] 

141886 

LIB3168-006-P1-K1-E10 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141887 

LIB3168-006-P1-K1-E11 

BLASTX 

gll4330 

530 

4.0e-54 

142 

73 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_67 972jpir PXMUPl H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_166746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



17349 





Seq. No. 


1 ^1 Q Q Q 
141000 




beq. ID 






Method 


BLAblN 




NCBI GI 


g4753645 




BLAST score 


114 




E value 


1 . Oe-0 / 




Match length 


15z 




% identity 






NCBI Description 


AraDiciopsis rnaxiana una ( 






(ESSA project) 




Seq. No. 


1 A 1 O Q d 




beq. lu 


iiibol DO — UU D—rl— J\l— ill J 




Metnoa 


BLAbiN 




NCBI GI 


g2842474 




BLAST score 


138 




E value 


4 . ue- / Z 




Match length 


138 




% identity 


100 




NCBI Description 


Arabidopsis thaliana DNA < 







(ESSAII pro3ect) 


u 


Seq. No. 


141890 




Seq. ID 


LIBo1oo-(JUd-P1-K1-1ij4 




Method 


BLASTX 




NCBI GI 


gl791307 




BLAST score 


710 




E value 


l.Oe-77 




Match length 


156 




% identity 


96 




NCBI Description 


(U83501) permease homolog 




Seq. No. 


141891 




Seq. ID 


T TT3'31 CO n n m xii^i t?c: 




Method 


iDliAo 1 A 




NCBI GI 


gll2737 




BLAST score 


545 




E value 


5.0e-56 




Match length 


135 




% identity 


79 




NCBI Description 


2S SEED STORAGE PROTEIN 1 



BAC clone F2009 



PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141892 

LIB3168-006-P1-K1-E6 

BLASTX 

g2088652 

716 

6.0e-76 

150 
91 



17350 



NCBI Description 



(AF002109) 26S proteasorae regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141893 

LIB3168-006-P1-K1-E7 

BLASTX 

g3540206 

191 

2.0e-14 

104 

18 

{AC004260) Hypothetical protein [Arabidopsis thaliana] 
141894 

LIB3168-006-P1-K1-E8 

BLASTX 

g3367515 

491 

l.Oe-49 

103 

92 

(AC004392) Similar to 

glucose-6-phosphate/phosphate-translocator (GPT) 

gb AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141895 

LIB3168-006-P1-K1-E9 

BLASTX 

g3335169 

907 

3.0e-98 

169 

99 

{AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141896 

LIB3168-006-P1-K1-F1 

BLASTN 

g2828182 

397 

O.Oe+00 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0J9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



141897 

LIB3168-006-P1-K1-F11 

BLASTX 

gll2682 

748 

l.Oe-79 
161 



17351 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) I2S seed 
storage protein [Arabidopsis thaliana] 

141898 

LIB3168-006-P1-K1-F12 

BLASTN 

g3128140 

219 

l.Oe-120 

438 

99 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI clone 
MJE4, complete sequence [Arabidopsis thaliana] 

141899 

LIB3168-006-P1-K1-F2 

BLASTX 

gll69476 

613 

6.0e-64 

117 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04 632) 
vitronectin-like adhesion protein [Nicotiana tabacxam] 



141900 

LIB3168-006-P1-K1-F3 

BLASTN 

g3402745 

265 

l.Oe-147 

269 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F18E5 



Seq. No. 
Seq. ID 



141901 

LIB3168-006-P1-K1-F4 

BLASTX 

gll2682 

799 

l.Oe-85 

165 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141902 

LIB3168-006-P1-K1-F5 



17352 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

667 

3.0e-70 

141 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141903 

LIB3168-006-P1-K1-F6 

BLASTX 

g231536 

344 

2.0e-32 

105 
67 

CYTOSOL AMINOPEPTIDASE {LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) {PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 


141904 


Seq. ID 


LIB3168-006-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4490339 


BLAST score 


86 


E value 


3.0e-14 


Match length 


141 


% identity 


45 


NCBI Description 


(AL035656) putative prot 


Seq. No. 


141905 


Seq. ID 


LIB3168-006-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


846 


E value 


4.0e-91 


Match length 


160 


% identity 


98 


NCBI Description 


2S SEED STORAGE PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141906 

LIB3168-006-P1-K1-F9 

BLASTX 

g629528 

546 



17353 



E value 
Match length 
% identity 
NCBI Description 



4.0e-56 

116 

99 

hypothetical protein - Arabidopsis thaliana 

>gi_1076335_pir S51580 hypothetical protein 1 - 

Arabidopsis thaliana >gi_499167__emb_CAA56144_ (X79707) ORF 
[Arabidopsis thaliana] 



beg, NO, 


1 Ai Qm 


Seq. ID 


T TrjOT CO r\r\c m vi r'l 
LiBolbo-UUb— r'l-ivi— Cal 


Metnoa 


T3 T TV O Ti V 

bLAbi A 






DLii\oi score 




TP TT ^ 1 1 1 ^ 

111 vaxue 




Match length 


104 


% identity 


100 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq, No. 


141908 


Seq. ID 


LIB3168-006-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g231536 


BLAST score 


714 


E value 


l.Oe-75 


Match length 


166 


% identity 


89 


NCBI Description 


CYTOSOL AMINOPEPTIDASE (LEUCINE AMI NO PEPTIDASE) (LAP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_einb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

141909 

LIB3168-G06-P1-K1-G11 

BLASTX 

gl628583 

408 

l.Oe-39 

78 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141910 

LIB3168-006-P1-K1-G2 

BLASTX 

g4204298 

634 

2.0e-66 

157 

80 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



17354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141911 

LIB3168-006-P1-K1-G3 

BLASTX 

g633890 

422 

2.0e-41 

146 

60 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141912 

LIB3168-006-P1-K1-G4 

BLASTX 

g4432839 

664 

8.0e-70 

130 

98 

{AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141913 

LIB3168-006-P1-K1-G5 

BLASTX 

g3157930 

707 

7.0e-75 

152 

91 

{AC002131) Strong similarity to 

amino- cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

141914 

LIB3168-006-P1-K1-G6 

BLASTX 

gll2681 

643 

2.0e-67 

170 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141915 

LIB3168-006-P1-K1-G8 

BLASTX 

gll2682 

685 

3.0e-72 

139 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



17355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141916 

LIB3168-006-P1-K1-G9 

BLASTX 

g4586249 

369 

2.0e-35 

119 

58 

{AL049640) 
thaliana] 



putative pollen surface protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141917 

LIB3168-006-P1-K1-H1 

BLASTX 

gl628583 

394 

3.0e-38 

97 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 42 4 95_einb_CAAl 68 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141918 

LIB3168-006-P1-K1-H10 

BLASTX 

gl628583 

635 

2.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141919 

LIB3168-006-P1-K1-H11 

BLASTN 

g4757399 

163 

l.Oe-86 

355 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE13, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141920 

LIB3168-006-P1-K1-H12 

BLASTN 

gl6231 

48 

6.0e-18 



17356 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



120 
92 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A,thaliana 12S storage 
protein CRAl gene, exons 1-4 

141921 

LIB3168-006-P1-K1-H2 

BLASTX 

gll2681 

571 

5.0e-59 

149 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141922 

LIB3168-006-P1-K1-H5 

BLASTX 

gll2737 

651 

l.Oe-69 

146 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STOF^GE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4__emb_CAA8 087 0_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141923 

LIB3168-006-P1-K1-H6 

BLASTX 

gll2681 

655 

9.0e-69 

166 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CE^l [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141924 

LIB3168-006-P1-K1-H7 

BLASTX 

gll2682 

175 

7.0e-15 
92 



17357 



® 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141925 

LIB3168-006-P1-K1-H8 

BLASTX 

g2827635 

639 

6.0e-67 

138 

93 

(AL021636) predicted protein [Arabidopsis thaliana] 
141926 

LIB3168-006-P1-K1-H9 

BLASTX 

gl628583 

620 

8.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141927 

LIB3168-007-P1-K1-A1 

BLASTX 

gll2737 

679 

l.Oe-71 

142 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844,l_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141928 

LIB3168-007-P1-K1-A11 

BLASTN 

g3869075 

371 

O.Oe+OO 

379 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3/ complete sequence [Arabidopsis thaliana] 



Seq. No. 



141929 



17358 











NCBI GI 


g2894604 


BLAST score 


369 


E vslus 








% identity 


0 u 


VT 12 X c" V* n >^ "H n t*i 

iNi^rsi jjesci xpuion 


VriJjUi. JL 0 0 ^ / pULdLXvc ^iUU^SJ-ll Lrli a.JJ-Lvj.U^o Xo LlldJ-Xctlicl J 


beq. NO. 


14 ly ou 


oeq. Lu 


JjXdOXDO UU / irX i\± ri^ 








g± oz o 0 o J 


bLAbi score 




E value 


2.0e-41 


Match length 


107 


% identity 


O 


NCBI Description 


(Ubbyio; izb crucirerm seeo. si-orage prouein {./iraDiciops 




tnaiianaj >gi zo4z4yo eniD u-rtiiiooyz_ ^ALiUzi/4y; izo 




crucirerm seeo snoraye prouem L-"^raDiciopsis i,naiiaiid.j 


Seq. No, 


1 4 ly oi 


beq. lu 


IiIJdJIdo — UU / " ir 1 DlX £\0 


lyiec no a 






g^O 4 i4 / 4 


BLAST score 


136 


E value 


2.0e-70 


Match length 


9 P 
ZOO 


% identity 


Dl 


NCBI Description 


AraDiaopsis rnaiiana una cnroiuosorue 4/ jdal^ cione rzuuy 




(fcjobAii project!) 


Seq, No, 


14 lyjz 




LIBS 168-0 07 -P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


666 


E value 


5.0e-70 


Match length 


167 



% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__eitib_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



007-P1-K1-A5 



141933 
LIB3168- 
BLASTX 
gll2737 
755 

2.0e-80 

153 

92 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__eitib_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 



17359 



>gi_4490710_einb_CAB38844 .1_ {AL035680) 
precursor [Arabidopsis thaliana] 



NWMU1-2S albumin 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141934 

LIB3168-007-P1-K1-A7 

BLASTX 

gl628583 

221 

3.0e-18 

49 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141935 

LIB3168-007-P1-K1-A8 

BLASTX 

gll2682 

713 

l.Oe-75 

160 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14 313) 12S seed 
storage protein [Arabidopsis thaliana] 

141936 

LIB3168-007-P1-K1-A9 

BLASTX 

gl628583 

728 

3.0e-77 

175 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141937 

LIB3168-007-P1-K1-B10 

BLASTX 

gl332579 

445 

2.0e-44 

108 
9 

(X98063) polyubiquitin [Pinus sylvestris] 
141938 

LIB3168-007-P1-K1-B11 

BLASTX 

g2129657 

377 

3.0e-36 



17360 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
76 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

141939 

LIB3168-007-P1-K1-B2 

BLASTN 

g4589428 

365 

O.Oe+00 

453 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 

141940 

LIB3168-007-P1-K1-B4 

BLASTX 

g2129657 

545 

8.0e-56 

140 

81 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987 016_emb_CAA90878_ {Z54165) oleosin 
[Arabidopsis thaliana] 

141941 

LIB3168-007-P1-K1-B5 

BLASTX 

gl628583 

158 

5.0e-ll 

47 

66 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141942 

LIB3168-007-P1-K1-B6 

BLASTX 

gll3026 

638 

7.0e-67 

127 

95 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi__68211_pir ^WZRPI isocitrate lyase (EC 4.1.3.1} - rape 

>gi_255220_bbs_1128 62 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 



17361 



isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141943 

LIB3168-007-P1-K1-B7 

BLASTN 

g3309276 

203 

l.Oe-110 

414 

99 

Arabidopsis thaliana BAG T26N6 from chromosome IV at 19.3 
cM, complete sequence 



Seq, No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

,Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141944 

LIB3168-007-P1-K1-B8 

BLASTX 

g4204298 

233 

2.0e-19 

109 

49 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

141945 

LIB3168-007-P1-K1-C1 

BLASTX 

gll2682 

581 

3,0e-60 

107 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141946 

LIB3168-007-P1-K1-C10 

BLASTX 

gl628583 

642 

3,0e-67 

123 

100 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



141947 

LIB3168- 

BLASTX 

gll2737 

715 

9.0e-76 
164 



007-Pl-Kl-Cll 



17362 




% identity 83 

NCBI Description 23 SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141948 

LIB3168-007-P1-K1-C12 

BLASTX 

gll2682 

596 

6.0e-62 

141 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (ORB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141949 

LIB3168-007-P1-K1-C3 

BLASTX 

gl628583 

450 

l.Oe-44 

103 
98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141950 

LIB3168-007-P1-K1-C4 

BLASTN 

g4454004 

42 

3.0e-15 

63 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F24A6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141951 

LIB3168-007-P1-K1-C5 

BLASTX 

gll2682 

466 

l.Oe-46 

105 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 [M37248) 12S storage protein CRB [Arabidopsis 



17363 



thaliana] >gi_808937_emb_CAA32494_ (X14313) 
storage protein [Arabidopsis thaliana] 



12S seed 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141952 

LIB3168-007-P1-K1-C6 

BLASTX 

g4510362 

110 

7.0e-50 

106 

94 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
141953 

LIB3168-007-P1-K1-C7 

BLASTX 

gl628583 

223 

2.0e-43 

123 

77 

{U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (ALG21749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141954 

LIB3168-007-P1-K1-C8 

BLASTX 

gl628583 

796 

3.0e-85 

164 

93 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141955 

LIB3168-007-P1-K1-C9 

BLASTX 

g2129767 

73 

5.0e-41 

131 

65 

vacuolar processing enzyme (EC 3, 
precursor - Arabidopsis thaliana 



4.22.-) isozyme beta 
>gi_1805364_dbj_BAA09615_ 



(D61394) beta-VPE [Arabidopsis thaliana] 
141956 

LIB3168-007-P1-K1-D1 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 



17364 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141957 

LIB3168-007-P1-K1-D10 

BLASTX 

gl628583 

648 

5.0e-68 

150 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eitib_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141958 

LIB3168-007-P1-K1-D11 

BLASTX 

g3367534 

824 

l.Oe-88 

165 

98 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 


141959 




Seq. ID 


LIB3168- 


007-P1-K1-D12 


Method 


BLASTX 




NCBI GI 


g456568 




BLAST score 


697 




E value 


l.Oe-73 




Match length 


141 




% identity 


8 9 




NCBI Description 


(L29077) 


ubiquitin conjugating enzyme [Pisum sativum] 


Seq. No. 


141960 




Seq. ID 


LIB3168- 


007-P1-K1-D2 


Method 


BLASTX 




NCBI GI 


gll2737 




BLAST score 


724 




E value 


8,0e-77 




Match length 


164 




% identity 


84 




NCBI Description 


2S SEED 


STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



Seq. No. 
Seq. ID 
Method 



PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141961 

LIB3168-007-P1-K1-D3 
BLASTX 



17365 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
775 

8.0e-83 

171 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141962 

LIB3168-007-P1-K1-D4 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141963 

LIB3168-007-P1-K1-D5 

BLASTX 

gll2682 

705 

l.Oe-74 

160 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141964 

LIB3168-007-P1-K1-D6 

BLASTX 

gll2681 

757 

l.Oe-80 

167 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



141965 

LIB3168-007-P1-K1-D7 

BLASTX 

gll2737 

727 

3.0e-77 



17366 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 
84 

2S SEED STORAGE PROTEIN 1 PRECURSOR (23 ALBUMIN STORAGE 

PROTEIN) >gi__68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_erab_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710___emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

141966 

LIB3168-007-P1-K1-D8 

BLASTX 

gl628583 

841 

l.Oe-90 

173 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141967 

LIB3168-007-P1-K1-D9 

BLASTX 

gll2682 

622 

6.0e-65 

145 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141968 

LIB3168-007-P1-K1-E10 

BLASTN 

g3228389 

378 

O.Oe+00 

402 

99 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

141969 

LIB3168-007-P1-K1-E11 

BLASTX 

gll2681 

594 

l.Oe-61 

144 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 _j)ir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 



17367 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141970 

LIB3168-007-P1-K1-E12 

BLASTX 

gll2739 

286 

4.0e-26 

70 

79 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

141971 

LIB3168-007-P1-K1-E2 

BLASTN 

g2477521 

386 

O.Oe+00 

386 

100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

141972 

LIB3168-007-P1-K1-E3 

BLASTX 

gl628583 

618 

l.Oe-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141973 

LIB3168-007-P1-K1-E4 

BLASTX 

gl628583 

635 

2.0e-66 

123 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141974 

LIB3168-007-P1-K1-E5 



17368 



Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915961 

149 

4.0e-10 

61 
54 

HYPOTHETICAL 267 KD PROTEIN (ORE 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi__2924285_einb_CAA77438_ (200044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141975 

LIB3168-007-P1-K1-E6 

BLASTX 

gll2681 

763 

2.0e-81 

152 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_eitib_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141976 

LIB3168-007-P1-K1-E7 

BLASTX 

gl628583 

836 

6.0e-90 

173 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


141977 


Seq. ID 


LIB3168-007-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g384341 


BLAST score 


206 


E value 


4.0e-16 


Match length 


109 


% identity 


40 


NCBI Description 


major storage protein [Theobroma cacao 


Seq. No. 


141978 


Seq. ID 


LIB3168-007-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


655 


E value 


8.0e-69 


Match length 


150 


% identity 


85 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



cruciferin precursor (CRAl) - Arabidopsis thaliana 



17369 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_C7y^324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

141979 

LIB3168-007-P1-K1-F10 

BLASTX 

gll2682 

556 

3.0e-57 

131 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

141980 

LIB3168-007-P1-K1-F11 

BLASTX 

gll2741 

887 

6.0e-96 

164 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NlAfMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141981 

LIB3168-007-P1-K1-F3 

BLASTX 

gl628583 

364 

8.0e-35 

67 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141982 

LIB3168-007-P1-K1-F4 

BLASTX 

gl628583 

736 

2.0e-78 

145 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17370 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141983 

LIB3168-007-P1-K1-F5 

BLASTN 

g2583106 

185 

l.Oe-99 

270 

73 

Arabidopsis thaliana chromosome II BAG F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141984 

LIB3168-007-P1-K1-F6 

BLASTX 

gll70373 

682 

6.0e-72 

133 

99 

HEAT SHOCK COGNATE 70 KD PROTEIN 
heat shock cognate protein 7 0-1 - 
>gi_397482_emb_CAA52684_ (X74604) 
cognate [Arabidopsis thaliana] 



1 >gi_1072473_pir S4 6302 

Arabidopsis thaliana 
heat shock protein 70 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141985 

LIB3168-007-P1-K1-F7 

BLASTX 

gl628583 

620 

l.Oe-64 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141986 

LIB3168-007-P1-K1-F8 

BLASTX 

gl628583 

769 

3.0e-82 

146 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141987 

LIB3168-007-P1-K1-F9 

BLASTX 

gll2741 

461 

3.0e-46 

102 

85 



17371 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23 SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_3 952 01_emb_C7^8 0 8 6B_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

141988 

LIB3168-007-P1-K1-G10 

BLASTX 

gll2737 

588 

5.0e-61 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710__emb_CAB38844 .1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141989 

LIB3168-007-P1-K1-G11 

BLASTX 

g2129657 

509 

l.Oe-51 

131 
81 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb__CAA9Q877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 


141990 


Seq. ID 


LIB3168-007-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


385 


E value 


3.0e-37 


Match length 


96 


% identity 


75 


NCBI Description 


{Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


141991 


Seq. ID 


LIB3168-007-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


2 62 


E value 


6.0e-23 


Match length 


86 


% identity 


56 


NCBI Description 


(AC006223) putative sugar starvation- 




[Arabidopsis thaliana] 



17372 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141992 

LIB3168-007-P1-K1-G3 

BLASTX 

gll2737 

624 

3,0e-65 

129 
89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



141993 

LIB3168-007-P1-K1-G4 

BLASTX 

gl628583 

769 

4.0e-82 

159 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_erab_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141994 

LIB3168-007-P1-K1-G5 

BLASTX 

gl628583 

561 

l.Oe-57 

118 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

141995 

LIB3168-007-P1-K1-G8 

BLASTX 

gll2682 

626 

2.0e-65 

143 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 128 seed 
storage protein [Arabidopsis thaliana] 

141996 

LIB3168-007-P1-K1-G9 



17373 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



BLASTX 
g3142289 
430 

2.0e-42 
126 
67 

{AC002411) 



Strong similarity to beta-keto-Coa synthase 



gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 
141997 

LIB3168-007-P1-K1-H1 

BLASTX 

gl531762 

197 

2.0e-15 

44 

84 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

141998 

LIB3168-007-P1-K1-H10 

BLASTX 

gl773330 

489 

2.0e-49 

109 

85 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
141999 

LIB3168-007-P1-K1-H11 

BLASTX 

g4704766 

405 

l.Oe-39 

115 

44 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 

142000 

LIB3168-007-P1-K1-H12 

BLASTX 

gl628583 

537 

3.0e-55 

104 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142001 

LIB3168-007-P1-K1-H3 

BLASTX 

gl628583 



17374 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 

l.Oe-29 

61 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142002 

LIB3168-007-P1-K1-H4 

BLASTX 

g2129545 

733 

6.0e-78 

136 

99 

beta-glucanase - Arabidopsis thaliana (fragment) >gi_6Q0857 
(U17888) beta-glucanase [Arabidopsis thaliana] 

142003 

LIB3168-007-P1-K1-H5 

BLASTX 

gl709007 

168 

l.Oe-11 

99 

39 

O-SUCCINYLHOMOSERINE SULFHYDRYLASE (OSH SULFHYDRYLASE) 
>gi_607830 (U10904) 0-succinylhomoserine sulfhydrylase 
[Pseudomonas aeruginosa] 

142004 

LIB3168-0Q7-P1-K1-H7 

BLASTX 

gll2682 

705 

l.Oe-74 

157 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__einb_CAA324 94_ {X14 313) 12S seed 
storage protein [Arabidopsis thaliana] 

142005 

LIB3168-007-P1-K1-H8 

BLASTX 

g4204299 

788 

2.0e-84 

168 

90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 



142006 



17375 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-007-P1-K1-H9 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142007 

LIB3168-009-P1-K1-A1 

BLASTX 

gl31289 

495 

5.0e-61 

125 

95 

PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN) 

(CP43) >gi_72709_pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142008 

LIB3168-009-P1-K1-A10 

BLASTX 

gl628583 

412 

2.0e-40 

112 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142009 

LIB3168-009-P1-K1-A11 

BLASTX 

gl628583 

625 

3.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142010 

LIB3168-009- 

BLASTX 

gl628583 



■P1-K1-A12 



17376 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



778 

3.0e-83 

154 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142011 

LIB3168-009-P1-K1-A3 

BLASTX 

gl628583 

621 

8.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_C7^16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142012 

LIB3168-009-P1-K1-A4 

BLASTX 

gll2681 

444 

4.0e-44 

89 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SG8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142013 

LIB3168-009-P1-K1-A6 

BLASTX 

g2605714 

396 

2.0e-38 

100 

80 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142014 

LIB3168-009-P1-K1-A7 

BLASTN 

g4512656 

150 

l.Oe-78 

384 

85 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 



Seq. No. 



142015 



17377 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-009-P1-K1-A8 

BLASTX 

gll2739 

533 

2.0e-54 

142 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir ^NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ {AL035680) 1SIWMU2-2S albiomin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142016 

LIB3168-009-P1-K1-B1 

BLASTX 

g2246456 

750 

6.0e-80 

141 

99 

{U714 00) S-adenosyl-methionine-sterol-C-methyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142017 

LIB3168-009-P1-K1-B12 

BLASTX 

g4204299 

382 

8.0e-37 

74 

ICQ 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142018 

LIB3168-009-P1-K1-B2 

BLASTN 

gl6473 

455 

O.Oe+OO 

463 

100 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142019 

LIB3168-009-P1-K1-B3 

BLASTX 

gll2737 

635 

2.0e-66 

148 

82 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMUl 2S albumin 1 precursor - 



17378 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__eitib_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142020 

LIB3168-009-P1-K1-B5 

BLASTX 

gll2681 

811 

4.0e-87 

153 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed- 
storage protein [Arabidopsis thaliana] 

142021 

LIB3168-009-P1-K1-B6 

BLASTX 

gll2681 

698 

7.0e-74 

141 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142022 

LIB3168-009-P1-K1-B7 

BLASTX 

gl531762 

195 

7.0e-15 

51 
75 

{Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142023 

LIB3168-009-P1-K1-B8 

BLASTX 

gll2682 

570 

l.Oe-64 

152 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 



17379 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142024 

LIB3168-009-P1-K1-C1 

BLASTX 

g4455297 

569 

l.Oe-58 

155 

70 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
142025 

LIB3168-009-P1-K1-C10 

BLASTX 

gl628583 

625 

3.0e-65 

120 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142026 

LIB3168-009-P1-K1-C11 

BLASTX 

gll2739 

516 

2.0e-52 

139 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albximin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142027 

LIB3168-009-P1-K1-C12 

BLASTX 

gll2682 

619 

l.Oe-64 

131 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



142028 

LIB3168-009-P1-K1-C2 
BLASTX 



17380 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl706749 
615 

4.0e-64 

124 

99 

3-OXOACYL-[ACYL-CARRIER-PR0TEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 {U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 

142029 

LIB3168-009-P1-K1-C3 

BLASTX 

gll2682 

680 

9.0e-72 

153 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CEIB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142030 

LIB3168-009-P1-K1-C4 

BLASTN 

g4755185 

272 

l.Oe-151 

423 
91 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 

142031 

LIB3168-009-P1-K1-C5 

BLASTX 

g4678285 

385 

4.0e-37 

109 
62 

(AL049660) putative protein [Arabidopsis thaliana] 
142032 

LIB3168-009-P1-K1-C7 

BLASTX 

gll2739 

537 

5.0e-55 

143 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 23 albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 28 subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 



17381 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{Z24745) 2S albiimin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142033 

LIB3168-009-P1-K1-C8 

BLASTX 

gl628583 

420 

3.0e-41 

114 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142034 

LIB3168-009-P1-K1-C9 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142035 

LIB3168-009-P1-K1-D10 

BLASTX 

gl628583 

256 

5.0e-22 

89 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142036 

LIB3168-009-P1-K1-D11 

BLASTX 

gl694976 

459 

7.0e-46 

111 

84 

(Y09482) HMGl [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402__ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142037 

LIB3168-009-P1-K1-D12 

BLASTX 

gl628583 

627 



17382 



E value 
Match length 
% identity 
NCBI Description 



2.0e-65 

154 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq« ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142038 

LIB3168-009-P1-K1-D2 

BLASTX 

g2982437 

534 

l.Oe-54 

155 

66 

(AL022224) terpene cyclase like protein [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142039 

LIB3168-009-P1-K1-D4 

BLASTX 

gll2682 

669 

2.0e-70 

152 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142040 

LIB3168-009-P1-K1-D6 

BLASTX 

gl628583 

642 

3.0e-67 

123 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142041 

LIB3168-009-P1-K1-D7 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



142042 



17383 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-009-P1-K1-D8 

BLASTX 

gl628583 

623 

4,0e-65 

153 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142043 

LIB3168-009-P1-K1-D9 

BLASTX 

gl628583 

802 

5.0e-86 

153 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142044 

LIB3168-009-P1-K1-E1 

BLASTX 

g4204299 

451 

7.0e-45 

88 

100 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142045 

LIB3168-009-P1-K1-E10 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142046 

LIB3168-009-P1-K1-E11 

BLASTX 

gll09699 

650 

3.0e-68 

124 

100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No, 



142047 



17384 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-009-P1-K1-E12 

BLASTN 

g3335356 

432 

O.Oe+00 

463 

98 

Arabidopsis thaliana chromosome II BAG F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142048 

LIB3168-009-P1-K1-E2 

BLASTX 

gll2739 

542 

l,0e-55 

144 
76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142049 

LIB3168-009-P1-K1-E3 

BLASTX 

g419789 

460 

6.0e-46 

133 

65 



NCBI Description hypothetical protein - potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142050 

LIB3168-009-P1-K1-E4 

BLASTX 

gll2682 

680 

9.0e-72 

153 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



142051 

LIB3168-009-P1-K1-E6 

BLASTX 

gl628583 

382 

5.0e-37 
80 



17385 



% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142052 

LIB3168-009-P1-K1-E7 

BLASTX 

gll2681 

631 

5.0e-66 

144 

85 

128 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142053 

LIB3168-009-P1-K1-E8 

BLASTX 

g3004557 

63 

3.0e-42 

126 

72 

{AC003673) plasma membrane proton pump H+ ATPase, PMAl 
[Arabidopsis thaliana] 

142054 

LIB3168-009-P1-K1-E9 

BLASTX 

gll2681 

534 

8.0e-55 

101 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142055 

LIB3168-009-P1-K1-F1 

BLASTX 

gll2682 

664 

7.0e-70 

151 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_816Q5_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17386 



142056 

LIB3168-009-P1-K1-F10 
BLASTX 
gll69476 
721 

l.Oe-76 
138 
100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

Seq. No. 142057 

Seq. ID LIB3168-009-P1-K1-F11 

Method BLASTN 

NCBI GI g2924257 

BLAST score 61 

E value l.Oe-25 

Match length 85 

% identity 93 

NCBI Description Tobacco chloroplast genome DNA 

Seq. No. 142058 

Seq. ID LIB3168-009-P1-K1-F12 

Method BLASTX 

NCBI GI gl628583 

BLAST score 614 

E value 5.0e-64 

Match length 117 

% identity 100 . r . ^ • 

NCBI Description {U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142059 

LIB3168-009-P1-K1-F2 
BLASTX 
gl628583 
318 

3.0e-29 
89 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

Seq. No. 142060 

Seq. ID LIB3168-009-P1-K1-F3 

Method BLASTX 

NCBI GI g2129657 

BLAST score 509 

E value l.Oe-51 

Match length 131 

% identity 81 

NCBI Description oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17387 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_987016_einb_CAA90878_ 
[Arabidopsis thaliana] 



{Z54165) oleosin 



142061 

LIB3168-009-P1-K1-F4 

BLASTN 

g3869062 

224 

l.Oe-123 

284 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
Kllll, complete sequence [Arabidopsis thaliana] 



TAC clone: 



142062 

LIB3168-009-P1-K1-F6 

BLASTX 

g3123131 

161 

4.0e-22 

142 

43 

HYPOTHETICAL OXIDOREDUCTASE IN CITA-SSPB INTERGENIC REGION 
>gi_2226201_emb_CAA74490_ {Y14082) hypothetical protein 
[Bacillus subtilis] >gi_2633280_emb_CAB12784_ (Z99109) 
similar to glucose 1-dehydrogenase [Bacillus subtilis] 

142063 

LIB3168-009-P1-K1-F7 

BLASTX 

g2129532 

548 

3.0e-56 

122 

87 

acyl- [acyl-carrier-protein] desaturase (EC 1,14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



142064 

LIB3168-009-P1-K1-F8 

BLASTX 

g2894378 

637 

l.Oe-66 

153 
75 

(Y14573) putative ribophorin I 



homologue [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142065 

LIB3168-009-P1-K1-G1 

BLASTX 

gll5783 

670 

l.Oe-70 
127 



17388 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

142066 

LIB3168-009-P1-K1-G11 

BLASTX 

gl628583 

330 

l.Oe-30 

82 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142067 

LIB3168-009-P1-K1-G12 

BLASTX 

g2499945 

578 

7.0e-60 

116 

100 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1,23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 


142068 


Seq. ID 


LIB3168-( 


Method 


BLASTX 


NCBI GI 


g2464901 


BLAST score 


170 


E value 


5.0e-12 


Match length 


114 


% identity 


34 


NCBI Description 


(Z99708) 


Seq. No. 


142069 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


g2244752 


BLAST score 


365 


E value 


8.0e-35 


Match length 


116 


% identity 


62 


NCBI Description 


(Z97335) 


Seq. No. 


142070 


Seq. ID 


LIB3168- 


Method 


BLASTX 



putative protein [Arabidopsis thaliana] 



17389 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142071 

LIB3168-009-P1-K1-G5 

BLASTX 

gll2682 

508 

l.Oe-51 

147 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eitib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142072 

LIB3168-009-P1-K1-G7 

BLASTX 

g2129657 

236 

8.0e-20 

87 

63 

oleosin isoform - Arabidopsis thaliana 

>gi 987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142073 

LIB3168-009-P1-K1-G8 

BLASTX 

g3164142 

539 

3.0e-55 

153 

75 

(D78606) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142074 

LIB3168-009-P1-K1-G9 

BLASTX 

g3738335 

286 

l.Oe-25 

99 

62 

(AC005170) unknown protein [Arabidopsis thaliana] 



17390 



€1 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142075 

LIB3168-009-P1-K1-H1 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ [AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142076 

LIB3168-009-P1-K1-H10 

BLASTX 

gl628583 

509 

5.0e-52 

99 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eitifo_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142077 

LIB3168-009-P1-K1-H11 

BLASTN 

g4199934 

250 

l.Oe-138 

250 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142078 

LIB3168-009-P1-K1-H12 

BLASTN 

g^^52823 

88 

4.0e-42 

88 

100 

Arabidopsis thaliana BAC IG005I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142079 

LIB3168-009-P1-K1-H3 

BLASTX 

g541847 

832 

l.Oe-89 

153 

100 

alcohol dehydrogenase 



(EC 1.1.1.1) - Arabidopsis thaliana 



Seq. No. 
Seq. ID 



142080 

LIB3168-009-P1-K1-H4 



17391 







Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


231 


E value 


2.0e-19 


Match length 


41 


% identity 


100 


NCBI Description 


TUBULIN 



JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) ap1ia-2 tubulin [Arabidopsis thaliana] >gi_166916 





{M84697) alpha-4 tubulin [Arabidopsis thai 


Seq. No. 


142081 


Seq. ID 


LIB3168-009-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


62 


E value 


8.0e-27 


Match length 


66 




52 


NCBI Description 


A, thaliana 2S albiomin gene isoforms 1 and 


Seq, No. 


142082 


Seq. ID 


LIB3168-009-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


273 


E value 


3.0e-24 


Match length 


103 


% identity 


63 








>gi 987014 emb CAA90877 (Z54164) oleosin 




thaliana] >gi_987016_emb_CAA90878_ (Z54165 




[Arabidopsis thaliana] 


Seq. No. 


142083 


Seq. ID 


LIB3168-009-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


288 


E value 


I.Og-161 


Match length 


392 


% identity 


93 


NCBI Description 


Genomic sequence for Arabidopsis thaliana 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


142084 


Seq. ID 


LIB3168-009-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl28877 


BLAST score 


343 


E value 


3.0e-32 


Match length 


100 


% identity 


73 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4L 



oleosin 



>gi_66167_pir DENTNL NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 4L - common tobacco chloroplast 
>gi_1223668_exnb_CAA77396_ (200044) NADH dehydrogenase ND4L 



17392 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit [Nicotiana tabacum] >gi_225256_prf 1211235CQ NADH 

dehydrogenase 4L-like ORF 101 [Nicotiana tabacum] 

142085 

LIB3168-009-P1-K1-H9 

BLASTN 

g4678371 

318 

l.Oe-179 

356 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone T6G15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142086 

LIB3168-010-P1-K1-A1 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142087 

LIB3168-010-P1-K1-A10 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142088 

LIB3168-010-P1-K1-A12 

BLASTX 

gll2737 

280 

7.0e-25 

124 
52 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142089 

LIB3168-010-P1-K1-A3 
BLASTX 



17393 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll69476 
596 

5.0e-62 

117 

98 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04 632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142090 

LIB3168-010-P1-K1-A6 

BLASTN 

g3212846 

276 

l.Oe-154 

459 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142091 

LIB3168-010-P1-K1-A8 

BLASTN 

g2244747 

37 

2.0e-ll 

94 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142092 

LIB3168-010-P1-K1-A9 

BLASTN 

g4539353 

102 

5.0e-50 

142 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F25I24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142093 

LIB3168-010-P1-K1-B1 

BLASTX 

gl628583 

644 

2.0e-67 

156 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 



142094 

LIB3168-010-P1-K1-B10 
BLASTX 



17394 



NCBI GI 

BLAST scoxe 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4512675 
488 

3.0e-49 

131 

75 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 
142095 

LIB3168-010-P1~K1-B11 

BLASTX 

gl345973 

528 

6.0e-54 

121 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197 7 95_dbj_BAA05514_ {D26508) 
microsomal oiaega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

142096 

LIB3168-010-P1-K1-B12 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAAl6892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142097 

LIB3168-010-P1-K1-B2 

BLASTX 

g2129657 

428 

3.0e-42 

115 

78 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 

142098 

LIB3168-010-P1-K1-B3 

BLASTX 

g2281115 

751 

2.0e-80 
154 



17395 



€1 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

142099 

LIB3168-010-P1-K1-B5 

BLASTX 

gll5767 

516 

l.Oe-52 

121 

86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81 603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

142100 

LIB3168-010-P1-K1-B8 

BLASTN 

g3327867 

451 

O.Oe+00 

454 

100 

Arabidopsis thaliana CIP7 iriRNA for COPl-Interacting Protein 
If complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■010-P1-K1-B9 



142101 
LIB3168- 
BLASTX 
gll2737 
624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087Q_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142102 

LIB3168-010-P1-K1-C1 

BLASTX 

g22B8887 

604 

7.0e-63 

133 

85 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_erab_CAA7 6803_ (Y17593) mevalonate 



17396 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

142103 

LIB3168-010-P1-K1-C10 

BLASTX 

gl33960 

213 

5.0e-17 

49 

88 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_70876_pir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834__einb_C7UV77 354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 

142104 

LIB3168-01G-P1-K1-C11 

BLASTN 

gl66569 

179 

2.0e-96 

183 

99 

Arabidopsis thaliana glycine rich protein (RAB18) gene, 
complete cds 

142105 

LIB3168-010-P1-K1-C12 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142106 

LIB3168-010-P1-K1-C2 

BLASTX 

g2961390 

863 

3.0e-93 

154 

99 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142107 

LIB3168-010-P1-K1-C3 

BLASTX 

g4056469 

577 



17397 



E value 
Match length 
% identity 
NCBI Description 



€1 



l,0e-59 

115 

97 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA7 1 3 1 5 0 , gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T4 6050, gb_AI100391 and 
gb_225043 come from t 



Seq. No. 
Sag. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142108 

LIB3168-010-P1-K1-C4 

BLASTN 

g4757417 

245 

l.Oe-135 

468 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

142109 

LIB3168-010-P1-K1-C5 

BLASTX 

gll2681 

595 

9,0e-62 

154 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 128 seed 
storage protein [Arabidopsis thaliana] 

142110 

LIB3168-010-P1-K1-C7 

BLASTX 

g4090884 

418 

3.0e-41 

81 
99 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

142111 

LIB3168-010-P1-K1-C8 

BLASTN 

g4760411 

418 

O.Oe+00 

443 

98 

Arabidopsis thaliana chromosome 1 BAG F25C20 sequence, 
complete sequence 



Seq. No. 



142112 



17398 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-010-P1-K1-C9 

BLASTN 

g2584720 

39 

l.Oe-12 

46 

98 

A.thaliana gene encoding sulfite reductase 



142113 

LIB3168-010-P1-K1-D1 

BLASTN 

g2842474 

105 

9.0e-52 

129 
98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



142114 

LIB3168-010-P1-K1-D11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142115 

LIB3168-010-P1-K1-D12 

BLASTN 

g3789706 

182 

8.0e-98 

396 

87 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

142116 

LIB3168-010-P1-K1-D2 

BLASTX 

gl705463 

538 

4.0e-55 

118 

87 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_212 954 7_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 



17399 



>gi_1589016_prf_ 
thaliana] 



2209438A biotin synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142117 

LIB3168-010-P1-K1-D4 

BLASTX 

g267136 

538 

4.0e-55 

134 

79 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_2178 69_dbj_BAA02520_ (D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi_4371283__gb_AAD18141_ 
(AC006260) putative plasma membrane intrinsic protein 2C 

[Arabidopsis thaliana] >gi_384324_prf 1905411A 

transmembrane channel [Arabidopsis thaliana] 

142118 

LIB3168-010-P1-K1-D5 

BLASTX 

gll2682 

668 

2.0e-70 

153 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M3724 8) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


142119 


Seq. ID 


LIB3168-010-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2244799 


BLAST score 


640 


E value 


4.0e-67 


Match length 


143 


% identity 


90 


NCBI Description 


(Z97336) carnitine racemase homolog [Arabidopsis 


Seq. No. 


142120 


Seq. ID 


LIB3168-010-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


276 


E value 


2.0e-24 


Match length 


141 


% identity 


39 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


142121 


Seq. ID 


LIB3168-010-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl33438 



17400 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



685 

2.0e-72 

150 

85 

DNA-DIRECTED RNA POLYMERASE BETA' CHAIN 

>gi_81504_pir B29959 DNA-directed RNA polymerase (EC 

2.7.7,6) beta' chain - spinach chloroplast >gi_295120 
(M55297) RNA polymerase [Spinacia oleracea] 

142122 

LIB3168-010-P1-K1-D9 

BLASTX 

gll69476 

747 

l.Oe-79 

145 

99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_4 39577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

142123 

LIB3168-010-P1-K1-E1 

BLASTX 

g267069 

621 

8.0e-65 

115 

100 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__l 66 914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142124 

LIB3168-010-P1-K1-E11 

BLASTX 

g3193314 

358 

5.0e-34 

152 

51 

(AF069299) contains similarity to Arabidopsis scarecrow 
(GB:U62798) [Arabidopsis thaliana] 

142125 

LIB3168-010-P1-K1-E12 

BLASTX 

gll2741 

58 

2.0e-41 

131 

65 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 



17401 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_einb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



ion 



142126 

LIB3168-010-P1-K1-E2 

BLASTX 

gll2739 

434 

4.0e-43 

131 

73 

23 SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ {AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 


142127 


Seq. ID 


LIB3168-010-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


60 


E value 


5.0e-25 


Match length 


162 


% identity 


91 


NCBI Description 


Arabidopsis thaliana BAG F21E10 


Seq, No. 


142128 


Seq. ID 


LIB3168-010-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g397397 


BLAST score 


301 


E value 


l.Oe-169 


Match length 


345 


% identity 


97 


NCBI Description 


A. thaliana chloroplast trnL gene, intron 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142129 

LIB3168-010-P1-K1-E5 

BLASTX 

g2118307 

561 

9,0e-61 

129 
99 

cysteine synthase (EC 4.2.99.8) 3A - Arabidopsis thaliana 
>gi_804950_emb_CAA58893_ {X84097) cysteine synthase 

[Arabidopsis thaliana] >gi__1096196_prf 211127 6A Ser{Ac) 

thiol lyase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142130 

LIB3168-010-P1-K1-E6 

BLASTX 

gll2682 



17402 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 



614 

5.0e-64 

143 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142131 

LIB3168-010-P1-K1-E7 

BLASTX 

gll69515 

545 

6.0e-56 

103 

61 

EM-LIKE PROTEIN GEAl >gi_21197 68_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77509_ {Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA77 979_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 

142132 

LIB3168-010-P1-K1-E8 

BLASTX 

gl36636 

380 

7,0e-37 

77 

94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb__lAAK_ Ubiquitin 
Conjugating Enzyme (E .C. 6, 3 . 2 . 19) >gi__29818 94__pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

142133 

LIB3168-010-P1-K1-E9 

BLASTX 

gl616785 

659 

3.0e-69 

125 

100 

{U71121) pyruvate decarboxylase [Arabidopsis thaliana] 
142134 

LIB3168-010-P1-K1-F1 

BLASTX 

g4038039 



17403 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

5.0e-12 

44 

68 

{AC005936) putative proteinase inhibitor II [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142135 

LIB3168-010-P1-K1-F10 

BLASTX 

g2493696 

602 

l.Oe-62 

124 

95 

HYPOTHETICAL 21.5 KD PROTEIN (ORE 185) >gi_1480440 {U34204) 
ORF185; hypothetical 21.4 kD protein [Brassica oleracea] 

142136 

LIB3168-010-P1-K1-F11 

BLASTN 

g2828185 

198 

l.Oe-107 

294 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142137 

LIB3168-010-P1-K1-F12 

BLASTN 

g4630745 

440 

O.Oe+00 

461 

98 

Arabidopsis thaliana chromosome II BAC T3D7 genomic 
sequence, complete sequence 

142138 

LIB3168-010-P1-K1-F3 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142139 

LIB3168-010-P1-K1-F4 

BLASTX 

gl518540 

357 



17404 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
..Match length 
% identity 
NCBI Description 



4.0e-34 

73 

93 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



142140 

LIB3168-010-P1-K1-F5 

BLASTX 

gll2737 

743 

4.0e-79 

154 

91 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR {2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



142141 

LIB3168-010-P1-K1-F6 

BLASTN 

g3789706 

175 

l.Oe-93 

360 
88 

Arabidopsis thaliana chromosome 1 BAG F15K9 
complete sequence [Arabidopsis thaliana] 



sequence. 



142142 

LIB3168-010-P1-K1-F7 

BLASTX 

g584892 

626 

2. Oe-65 

152 

75 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXYPEPTIDASE C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA04510_ {D17586) serine carboxypeptidase I 
[Oryza sativa] 

142143 

LIB3168-010-P1-K1-F8 

BLASTX 

g3152576 

331 

8,0e-31 

147 

46 

(AC002986) Similar to liver-specific transport protein 
gb__L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 



142144 



17405 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-010-P1-K1-G1 

BLASTX 

gll2737 

580 

5.0e-60 

139 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844. 1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq, No. 


142145 


Seq, ID 


LIB3168- 


Method 


BLASTN 


NCBI GI 


g3650026 


BLAST score 


ICO 

158 


E value 


2.0e-83 


Match length 


359 


% identity 


94 


NCBI Description 


Arabidop 




sequence 


Seq. No. 


142146 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl336648 


BLAST score 


148 


E value 


9.0e-10 


Match length 


49 


% identity 


55 


NCBI Description 


(U57824) 


Seq. No. 


142147 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


631 


E value 


5.0e-66 


Match length 


148 


% identity 


82 


NCBI Description 


12S SEED 



010-Pl-Kl-GlO 



complete sequence [Arabidopsis thaliana] 



endopeptidase-like protein [Nicotiana tabacum] 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142148 

LIB3168-010-P1-K1-G4 

BLASTN 

g2264309 

357 

O.Oe+00 
440 



17406 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

142149 

LIB3168-010-P1-K1-G5 

BLASTX 

g2648800 

195 

7.0e-15 

154 

34 

(AE000982) phosphonopyruvate decarboxylase (bcpC-2) 
[Archaeoglobus fulgidus] 

142150 

LIB3168-010-P1-K1-G6 

BLASTX 

gll9143 

735 

3.0e-78 

141 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 {U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi__1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

142151 

LIB3168-010-P1-K1-G7 

BLASTX 

gll2737 

624 

3.0e-65 
146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB3884 4.1_ (AL03568G) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142152 

LIB3168-010-P1-K1-G8 

BLASTN 

g3702734 

178 

2.0e-95 
455 



17407 



% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 



Seq. No. 


142153 


Seq. ID 


LIB3168-010-P1-K1-G9 










DL1H.0 i score 


J J J 


Hj vaj-ue 


4 . ue ox 


riducn xengun 




% identity 


/ u 


v*K^D± jJcoCi j.p Lion 


o\> ) pui,aL.xve uw/^ Dxnaxng 




L-iiCl. J. -LCLlld J 


Seq. No. 


142154 


Seq. ID 


LIB3168-010-P1-K1-H10 


l^tfcS UlUJU. 


■RT ZiCITM 




gfi 3*1 4 JO X 


i3jjB.oi score 




X-i V Cl-L Lit; 




Match length 


AAA 

4 4 4 


% identity 




NCBI Description 


Arabidopsis thaliana chromosome 




ocquenc©/ coiiipxeL.e sequence 


Seq. No. 


142155 


Seq. ID 


LIB3168-010-P1-K1-H12 


Method 


rSXiAb IN 




j^O 0 0 Q 

g^iozboy 


BLAST score 


OAT 

201 


E value 


X , ue""XU y 


waucn lengcn 




% identity 


yb 


iNL^ox uescrxpuion 


Genomic sequence of Arabidopsis 




[iiraDiuopsxs cnaxianaj 


Seq. No. 


142156 


osq. xjj 


ijlooX bo — UXU — JrX— i\X~nZ 


Method 


"DT 7\ CrpV 


iNLbi \jL 


g4ooob4 / 




4 Z 0 


E value 


1 . ue-4 1 


Match length 


Xoo 


% identity 


b4 


iNuox ucoCxxpuion 


1 Loo ) nypotne ulcax prorem 


Sea No 


142157 


Seq. ID 


LIB3168-010-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3860242 


BLAST score 


441 


E value 


O.Oe+00 


Match length 


460 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 



complete sequence 



I BAC T13M11 genomic 



17408 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142158 

LIB3168-010-P1-K1-H4 

BLASTX 

gll69476 

759 

5.0e-81 

146 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



o e q , IN o * 




Seq. ID 


LIB3168-010-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2894378 


BLAST score 


349 


E value 


6.0e-33 


Match length 


99 


% identity 


67 


NCBI Description 


(Y14573) putative ribophorin 


Seq. No, 


142160 


Seq. ID 


LIB3168-010-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


62 


E value 


3.0e-46 


Match length 


146 


% identity 


71 


NCBI Description 


{U66916) 12S cruciferin seed 



I homologue [Hordeum vulgare] 



thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142161 

LIB3168-010-P1-K1-H7 

BLASTX 

gll2737 

624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1__ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142162 

LIB3168-010-P1-K1-H8 

BLASTX 

gll2681 

725 

5.0e-77 



17409 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142163 

LIB3168-011-P1-K1-A1 

BLASTX 

gll2681 

490 

l,0e-49 

103 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142164 

LIB3168-011-P1-K1-A10 

BLASTX 

gll2681 

436 

3.0e-43 

126 
75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142165 

LIB3168-011-P1-K1-A12 

BLASTX 

g4586021 

650 

2.0e-68 

126 

100 

{AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

142166 

LIB3168-011-P1-K1-A2 

BLASTX 

gll2737 

313 

7.0e-29 

101 

66 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir NWMUl 2S albumin 1 precursor - 



17410 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166614 {M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 23 albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albimiin 1 
precursor [Arabidopsis thaliana] 

142167 

LIB3168-011-P1-K1-A3 

BLASTX 

gl628583 

218 

l,0e-17 

66 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142168 

LIB3168-011-P1-K1-A4 

BLASTX 

gll2739 

425 

6.0e-42 

121 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142169 

LIB3168-011-P1-K1-A5 

BLASTX 

gll2737 

506 

2.0e-51 

125 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142170 

LIB3168-011-P1-K1-A6 

BLASTN 

g4097693 

78 

3,0e-36 
154 
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% identity 

NCBI Description 



90 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142171 

LIB3168-011-P1-K1-A7 

BLASTX 

gl628583 

610 

l.Oe-63 

117 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142172 

LIB3168-011-P1-K1-A8 

BLASTX 

gl628583 

484 

4.0e-49 

96 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ernb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142173 

LIB3168-011-P1-K1-B1 

BLASTX 

gl628583 

668 

2.0e-70 

128 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142174 

LIB3168-011-P1-K1-B10 

BLASTX 

gll2681 

515 

2.0e-52 

124 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142175 

LIB3168-011-P1-K1-B11 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



g3046852 
244 

l.Oe-135 

395 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ16^ complete sequence [Arabidopsis thaliana] 



PI clone: 



142176 

LIB3168-011-P1-K1-B2 

BLASTX 

gll2681 

484 

5.0e-49 

100 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142177 

LIB3168-011-P1-K1-B3 

BLASTX 

gl628583 

687 

l.Oe-72 

131 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142178 

LIB3168-011-P1-K1-B4 

BLASTX 

gll2682 

639 

5.0e-67 

130 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142179 

LIB3168-011-P1-K1-B5 

BLASTX 

gll2737 

394 

2.0e-38 

104 

75 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
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PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 23 albiamin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__einb_CAB38844,l_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142180 

LIB3168-011-P1-K1-B6 

BLASTX 

gl628583 

642 

2.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142181 

LIB3168-011-P1-K1-B7 

BLASTX 

gl628583 

575 

l.Oe-59 

111 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142182 

LIB3168-011-P1-K1-B9 

BLASTX 

gll2741 

659 

2.0e-69 

123 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albiomin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142183 

LIB3168-011-P1-K1-C1 

BLASTX 

g3808062 

159 

l.Oe-10 

66 

45 

(AB019195) PVlOO [Cucurbita maxima] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142184 

LIB3168-011-P1-K1-C11 

BLASTX 

gll2682 

540 

2.0e-55 

128 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142185 

LIB3168-011-P1-K1-C12 

BLASTX 

gll2682 

597 

4.0e-62 

126 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142186 

LIB3168-011-P1-K1-C2 

BLASTX 

gll2681 

700 

3.0e-74 

131 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142187 

LIB3168-011-P1-K1-C3 

BLASTN 

g3228389 

376 

O.Oe+00 

376 

100 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142188 

LIB3168-011-P1-K1-C4 

BLASTN 

g2656031 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



314 

l.Oe-176 

362 

97 

Arabidopsis thaliana genomic DNA, 
MXC20 



chromosome 5, PI clone: 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142189 

LIB3168-011-P1-K1-C6 

BLASTX 

gl628583 

108 

3.0e-20 

113 

51 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142190 

LIB3168-011-P1-K1-C7 

BLASTX 

gll2737 

519 

6.0e-53 

127 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albiomin 1 
precursor [Arabidopsis thaliana] 

142191 

LIB3168-011-P1-K1-C8 

BLASTX 

gl628583 

593 

l.Oe-61 

114 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142192 

LIB3168-011-P1-K1-C9 

BLASTX 

g3367529 

617 

2.0e-64 

130 
95 

{AC004392) Strong similarity to gi_2160138 F19K23.6 gene 
product from A. thaliana BAC gb_AC000375. [Arabidopsis 



17416 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142193 

LIB3168-011-P1-K1-D1 

BLASTX 

g2088654 

517 

l.Oe-52 

114 

90 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

142194 

LIB3168-011-P1-K1-D11 

BLASTX 

gl628583 

674 

4.0e-71 

129 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142195 

LIB3168-011-P1-K1-D12 

BLASTX 

gl705677 

457 

l.Oe-45 

106 

88 

CELL DIVISION CYCLE PROTEIN 4 8 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC4 8 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 

142196 

LIB3168-011-P1-K1-D3 

BLASTX 

gl628583 

658 

3.0e-69 

126 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142197 

LIB3168-011-P1-K1-D4 

BLASTX 

g3808062 

167 

l.Oe-11 
71 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(AB019195) PVlOO [Cucurbita maxima] 
142198 

LIB3168-011-P1-K1-D5 

BLASTX 

g3915961 

604 

6.0e-63 

127 

91 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ {Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_einb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

142199 

LIB3168-011-P1-K1-D6 

BLASTX 

gll2682 

544 

6.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142200 

LIB3168-011-P1-K1-D7 

BLASTN 

g3046855 

385 

0,0e+00 

389 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142201 

LIB3168-011-P1-K1-D8 

BLASTX 

g3819164 

520 

4.0e-53 

119 

87 

{AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

142202 

LIB3168-011-P1-K1-D9 

BLASTX 

g2245076 

667 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-70 

128 

99 

{Z97343) GTP-binding RAB2A protein [Arabidopsis thaliana] 
142203 

LIB3168-011-P1-K1-E1 

BLASTN 

g2341023 

243 

l,0e-134 

390 

100 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

142204 

LIB3168-011-P1-K1-E10 

BLASTX 

g426225G 

673 

5.0e-71 

129 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
142205 

LIB3168-011-P1-K1-E12 

BLASTX 

gll2681 

540 

2.0e-55 

126 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 123 seed 
storage protein [Arabidopsis thaliana] 

142206 

LIB3168-011-P1-K1-E2 

BLASTX 

g3396079 

376 

3.0e-36 

72 

100 

{AF080173) inositol 1, 3, 4-trisphosphate 5/6-lcinase 
[Arabidopsis thaliana] 

142207 

LIB3168-011-P1-K1-E3 

BLASTX 

gl628583 

412 

2.0e-40 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142208 

LIB3168-011-P1-K1-E4 

BLASTX 

gll2737 

506 

2.0e-51 

125 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__44 90710__emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142209 

LIB3168-011-P1-K1-E6 

BLASTX 

gl628583 

699 

4.0e-74 

132 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142210 

LIB3168-011-P1-K1-E8 

BLASTX 

g82051 

313 

7.0e-29 

119 

54 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

142211 

LIB3168-011-P1-K1-E9 

BLASTX 

gl628583 

322 

7.0e-30 

60 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
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cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142212 

LIB3168-011-P1-K1-F1 

BLASTX 

gll2681 

527 

6.0e-54 

125 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142213 

LIB3168-011-P1-K1-F10 

BLASTX 

g4490732 

340 

5.0e-32 

72 

90 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142214 

LIB3168-011-P1-K1-F11 

BLASTX 

gl628583 

432 

9.0e-43 

105 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 42495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142215 

LIB3168-011-P1-K1-F2 

BLASTX 

gl628583 

412 

2.0e-40 

112 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142216 

LIB3168-011-P1-K1-F3 

BLASTX 

gl628583 

663 

7.0e-70 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



127 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142217 

LIB3168-011-P1-K1-F4 

BLASTX 

g2058456 

376 

3.0e-36 

74 

100 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830_ {AF014822) development ally 
regulated GTP binding protein [Arabidopsis thaliana] 

142218 

LIB3168-011-P1-K1-F5 

BLASTX 

gl628583 

658 

3.0e-69 

126 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142219 

LIB3168-011-P1-K1-F6 

BLASTN 

g3063438 

224 

l.Oe-123 

368 

100 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

142220 

LIB3168-011-P1-K1-F8 

BLASTX 

g3201627 

204 

2.0e-30 

103 

65 

(AC004669) putative SWHl protein [Arabidopsis thaliana] 
142221 

LIB3168-011-P1-K1-G1 

BLASTN 

g3047074 

376 

O.Oe+00 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 
99 

Arabidopsis thaliana BAC F21E10 
142222 

LIB3168-011-P1-K1-G10 

BLASTX 

gll2682 

563 

4.0e-58 

116 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142223 

LIB3168-011-P1-K1-G11 

BLASTX 

gll2682 

544 

6.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142224 

LIB3168-011-P1-K1-G2 

BLASTX 

gll2682 

545 

5.0e-56 

129 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142225 

LIB3168-011-P1-K1-G3 

BLASTN 

g4220510 

280 

l.Oe-156 

304 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



17423 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142226 

LIB3168-011-P1-K1-G4 

BLASTX 

gll2740 

271 

7,0e-24 

119 

52 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir ^A25997 napin precursor (napA) - rape 

>gi__167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142227 

LIB3168-011-P1-K1-G6 

BLASTX 

gll2737 

519 

6.0e-53 

127 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 

albumin 1 





>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMUl 




precursor [Arabidopsis thaliana] 


Seq. No. 


142228 


Seq. ID 


LIB3168-011-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


72 


E value 


9.0e-33 


Match length 


80 


% identity 


49 


NCBI Description 


A. thaliana 2S albumin gene isoforms 1 and 2, 


Seq. No. 


142229 


Seq. ID 


LIB3168-011-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g2564045 


BLAST score 


121 


E value 


2.0e-61 


Match length 


384 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



complete CDS's 



5, TAC clone: 



K8K14, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142230 

LIB3168-011-P1-K1-H2 

BLASTX 

gll2681 

562 

5.0e-58 
111 



17424 




% identity 99 

NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142231 

LIB3168-011-P1-K1-H3 

BLASTN 

g2351065 

222 

l.Oe-121 

395 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142232 

LIB3168-011-P1-K1-H4 

BLASTX 

gl628583 

279 

2,0e-25 

55 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142233 

LIB3168-011-P1-K1-H5 

BLASTX 

gl628583 

362 

6.0e-35 

69 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142234 

LIB3168-011-P1-K1-H6 

BLASTX 

gl35858 

286 

l.Oe-25 

58 
97 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi__166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



17425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142235 

LIB3168-011-P1-K1-H7 

BLASTX 

gl628583 

663 

7.0e-70 

127 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142236 

LIB3168-011-P1-K1-H8 

BLASTX 

g4204299 

681 

5.0e-72 

130 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142237 

LIB3168-011-P1-K1-H9 

BLASTX 

gl62B583 

614 

4.0e-64 

130 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142238 

LIB3168-012-P1-K1-A1 

BLASTX 

gll2682 

664 

6.0e-70 

136 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_816Q5_pir SO 85 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142239 

LIB3168-012-P1-K1-A10 

BLASTX 

gl628583 

625 

2.0e-65 
120 



17426 



% identity 

NCBI Description 



# 



100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142240 


Seq. ID 


LIB3168-012-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g44boyy4 


BLAST score 


695 


E value 


1 . Oe-73 


Match length 


12 / 


^ Identity 


inn 
lUU 


NT TIT n^O/^T"! T^+"T OTl 

1N^^£5± UcoOi ipi-XUIl 


^ t\XJ UOv/OUJ/ ^U.L.CLLa.VO ^J.(JUC_L11 


Seq, No. 


142241 


Seq. ID 


LIB3168-012-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gll7822 


BLAST score 


517 


E value 


8.0e-53 


Match length 


120 


% identity 


82 


NCBI Description 


CYTOCHROME B6 >gi 65635 pir 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



plastoquinol — plastocyanin reductase (EC 1.10,99.1) 
cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (ZG0Q44) cytochrome b6 [Nicotiana 

tabaciom] >gi_225226_prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 

142242 

LIB3168-012-P1-K1-A2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142243 

LIB3168-012-P1-K1-A3 

BLASTX 

gl628583 

544 

7.0e-56 

137 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erab_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142244 

LIB3168-012-P1-K1-A4 
BLASTN 



17427 





nrl ^^9fi ^fi9 
y X o ^ o ^ 


BLAST score 


51 


E value 


4.0e-20 


ixiaucn lengun 




-6 laemzicy 




lnudx jJcscj-ipuion 


riX aiJXQ.upoX o LllaXXctlia. X^CO OXUCXX^XXIX 








X f± Z Z sJ 




T.TR^I f^fi-Dl 9-P1 -K1 -A^ 
xjxo^xvq ux^ it X l\X 






NCBI GI 


g226120 


BLAST score 


224 


TP XT ^ n 1 T ^ 


9 rift— 1 p 

Z * us X D 


^ r*^ n ^ ^ 1^ 

iYia.ucn xengun 


1 '^A 
Xo 4 


n /*3 /~V ^ T ^ T T 

^ laentiLy 




KT^^12T Pi/a o /^"K* n t*^•i- ■? /^T^ 

lnujdx jjescj- ipuioii 


vxcxxxn gene d [oaguxnus oecixpusj 


oeq. NO. 






T TR^I f^P-ni 9-P1 -VI -Af, 
XiXDOXDO uxz r ± rvx rlO 




JDXltiO 1 J\ 




rrl ^^9R RP ? 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


126 


% identity 


78 


NCBI Description 


(U66916) 12S cruciferin seed storage 




thaliana] >gi_2842495_einb_CAA16892_ 



otein [Arabidopsis 
(AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142247 

LIB3168-012-P1-K1-A7 

BLASTX 

gl628583 

619 

l.Oe-64 ' 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142248 

LIB3168-012-P1-K1-A8 

BLASTN 

g4538990 

168 

2.0e-89 

410 
99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone T5L19 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142249 
LIB3168-012- 
BLASTX 
gl628583 



■P1-K1-A9 



17428 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142250 

LIB3168-012-P1-K1-B10 

BLASTN 

gl6231 

68 

2.0e-30 

80 

97 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 

142251 

LIB3168-012-P1-K1-B11 

BLASTN 

g414549 

38 

6.0e-13 

45 
98 

Arabidopsis thaliana Columbia cytosolic triose phosphate 
isomerase (Atctimc) mRNA, complete cds 

142252 

LIB3168-012-P1-K1-B12 

BLASTX 

gll2737 

441 

4.0e-44 

86 

99 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (ALG35680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142253 

LIB3168-012-P1-K1-B2 

BLASTX 

g2129659 

416 

7.0e-41 

129 
70 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 



17429 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142254 

LIB3168-012-P1-K1-B3 

BLASTX 

gll2737 

606 

4.0e-63 

131 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142255 

LIB3168-012-P1-K1-B4 

BLASTN 

g3399678 

45 

l.Oe-16 

91 

93 

Arabidopsis thaliana chromosome 1 BAG F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142256 

LIB3168-012-P1-K1-B5 

BLASTX 

gl628583 

277 

9.0e-25 

103 

62 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142257 

LIB3168-012-P1-K1-B6 

BLASTN 

g3702739 

140 

8.0e-73 

223 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142258 

LIB3168-012-P1-K1-B7 

BLASTX 

gl628583 

109 

7.0e-05 



17430 



Match length 

% identity 

NGBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
98 

(U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142259 

LIB3168-012-P1-K1-B8 

BLASTX 

gl33959 

438 

2.0e-43 

94 

93 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_81526_pir ^A30833 

ribosomal protein S4 - spinach chloroplast >gi__343377 
(M16878) ribosomal protein S4 [Spinacia oleracea] 

>gi_225464_prf 1303355A ribosomal protein S4 [Spinacia 

oleracea] 

142260 

LIB3168-012-P1-K1-C1 

BLASTX 

gl628583 

616 

2,0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142261 

LIB3168-012-P1-K1-C10 

BLASTX 

gl628583 

625 

2,0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142262 

LIB3168-012-P1-K1-C11 

BLASTN 

g3449329 

123 

l.Oe-62 

411 

56 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 



142263 

LIB3168-012-P1-K1-C12 



17431 



Method 


# 

BLASTX 


NCBI GI 


gl655424 


BLAST score 


461 


E value 


4 . Oe-46 


Match length 


89 


% identity 


99 


NCBI Description 


{D83531) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GDP dissociation inhibitor [Arabidopsis thaliana] 
>gi_3212878 (AC004005) GDP dissociation inhibitor 
[Arabidopsis thaliana] 

142264 

LIB3168-012-P1-K1-C2 

BLASTX 

gll2681 

605 

5.0e-63 

122 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142265 

LIB3168-012-P1-K1-C4 

BLASTX 

g3169171 

191 

2.0e-14 

93 
44 

{AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445213 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

142266 

LIB3168-012-P1-K1-C5 

BLASTN 

gl6472 

399 

O.Oe+OO 

415 

99 

A. thaliana rRNA repeat unit, most frequent IGR type 



142267 

LIB3168-012-P1 
BLASTX 
g2129659 
366 

5.0e-35 
127 
65 

oleosin, 
(L40954) 



-K1-C6 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



17432 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142268 

LIB3168-012-P1-K1-C7 

BLASTX 

gl628583 

642 

2.0e-67 

123 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL02174 9) 12S 
crtlciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142269 

LIB3168-012-P1-K1-C8 

BLASTX 

gl628583 

533 

l.Oe-54 

135 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142270 

LIB3168-012-P1-K1-C9 

BLASTX 

gll2681 

581 

3.0e-60 

134 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142271 

LIB3168-012-P1-K1-D1 

BLASTX 

gl628583 

484 

6.0e-49 

113 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142272 

LIB3168-012-P1-K1-D10 

BLASTX 

gll2743 

593 

l.Oe-61 
126 



17433 



II 



% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 {M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142273 

LIB3168-012-P1-K1-D11 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142274 

LIB3168-012-P1-K1-D12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142275 

LIB3168-012-P1-K1-D2 

BLASTN 

g2828183 

210 

l.Oe-114 

395 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 

142276 

LIB3168-012-P1-K1-D3 

BLASTX 

gll2682 

574 

2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17434 
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2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 




PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 




firaijxaopsxs unaxxana -^gx xoodxo ^^litzuooj dxijuitixii ouuLiii. 




J precursor [AraDXQOpsxs tnaxxanaj -^gx ^j^ozux eiriD ui^fiouoDi 




(Ziz4/44j Zo axDUiuin xsoxoriu o [AraDiaopsxs unaxxanaj 




-^gX ^fti7U/XZ eiULD OroDOOOfiD . X ^ ^iXiU O O D O U y iNlAlriUO ZO dXJiJUlLlXIl J 




precursor [Arabidopsis thaliana] 


oecj - iNo . 


X 4 zz / z? 




XiXDOXOO \J±/L JrX J\X JJO 


Method 


BLASTX 


NCBI GI 


g3128180 


l3iji-i.oi oCUXc 


D t O 


111 vaxue 


X • ue o 


Match length 


1 1 Q 
X X J 




Q9 


iNUiDi uescripx-ion 


^i-i.ouu4ozx J cxT-.xax.e synunenass [-"-x^aijxaopsxo i_iidxxa.ncij 


OCv^ • LNO . 


1 499fiO 

X 0 u 


oeq, ±u 


T TR?1 f^fl-OI 9-P1 -Tfl -n7 
xixooxDo uxz XT X r\.x u / 


iYie unou 


RT aQT^Y 


MPT? T r* T 


gxozooo J 


BLAST score 


362 


E value 


2.0e-34 


jxiaL. cn xengun 


QO 


% identity 


/ y 


NCBI Description 


vuooyxo; xzo crucirerin seeu storage prorexn L-^^aDiaopsxs 




■hhal-ianal ">rri 9fiA9dQR otnH PZiZ\1^^ftQ9 ^ZiT09174Q\ 19^ 

Luaxxanaj -^gx zo^zfiyo eiiuj orirt.xooyz ^rixiuzx / f± ^; xzo 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


142281 


Seq. ID 


LIB3168-012-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


526 


E value 


9.0e-54 



17435 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
80 

23 SEED STORAGE PROTEIN 1 PRECURSOR {23 ALBUMIN STORAGE 

PROTEIN-) >gi_68853_pir NWMUl 23 albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142282 

LIB3168-012-P1-K1-D9 

BLASTN 

g2351069 

314 

l.Oe-176 

322 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142283 

LIB3168-012-P1-K1-E12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142284 

LIB3168-012-P1-K1-E4 

BLASTN 

g3873174 

412 

O.Oe+00 

412 

100 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142285 

LIB3168-012-P1-K1-E5 

BLASTX 

gll2682 

574 

2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17436 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142286 

LIB3168-012-P1-K1-E6 

BLASTX 

gl628583 

504 

3.0e-51 

139 
73 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142287 

LIB3168-012-P1-K1-E7 

BLASTX 

gl628583 

611 

9.0e-64 

117 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142288 

LIB3168-012-P1-K1-E9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142289 

LIB3168-012-P1-K1-F1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142290 

LIB3168-012-P1-K1-F10 

BLASTX 

g2129767 

613 

6.0e-64 

123 

93 



17437 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_18 05364_dbj_BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 

142291 

LIB3168-012-P1-K1-F11 

BLASTX 

gl495251 

692 

3.0e-73 

137 

100 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
142292 

LIB3168-012-P1-K1-F12 

BLASTN 

g2924729 

177 

6.0e-95 

309 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



142293 

LIB3168-012-P1-K1-F2 

BLASTX 

gll2682 

567 

l.Oe-58 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_16667 8 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142294 

LIB3168-012-P1-K1-F3 

BLASTX 

gll2682 

578 

7.0e-60 

135 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 123 storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142295 

LIB3168-012-P1-K1-F4 

BLASTX 

gll2682 



17438 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



630 

6.0e-66 

138 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 123 seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142296 

LIB3168-012-P1-K1-F5 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142297 

LIB3168-012-P1-K1-F6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142298 

LIB3168-012-P1-K1-F7 

BLASTX 

gll2682 

544 

7.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142299 

LIB3168-012-P1-K1-F8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 



17439 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142300 

LIB3168-012-P1-K1-F9 

BLASTN 

g2262155 

89 

6.0e-43 

93 

99 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

142301 

LIB3168-012-P1-K1-G1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142302 

LIB3168-012-P1-K1-G12 

BLASTX 

gll2739 

338 

8.0e-32 

105 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142303 

LIB3168-012-P1-K1-G2 

BLASTX 

g633890 

371 

l.Oe-35 

88 

78 

{S72926) glucose and ribitol dehydrogenase homolog [Horde urn 
vulgare] 

142304 

LIB3168-012-P1-K1-G3 

BLASTX 

gll2681 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



452 

3,0e-45 

115 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 128 seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142305 

LIB3168-012-P1-K1-G4 

BLASTX 

gl628583 

575 

l.Oe-59 

117 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142306 

LIB3168-012-P1-K1-G5 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142307 

LIB3168-012-P1-K1-G6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142308 

LIB3168-012-P1-K1-G8 

BLASTX 

gl37580 

217 

2.0e-17 

130 

35 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) 
>gi_72286_pir FWCNAB alpha-globulin 



(CLONE C72) 
B precursor 



(clone 



C72) - upland cotton >gi_167375 {M16891) vicilin precursor 



17441 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Gossypium hirsutum] 
142309 

LIB3168-012-P1-K1-G9 

BLASTX 

gl628583 

451 

l.Oe-60 

121 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142310 

LIB3168-012-P1-K1-H1 

BLASTX 

g3334123 

422 

l.Oe-41 

109 
83 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi__2924787 
{AC002334) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 

142311 

LIB3168-012-P1-K1-H10 

BLASTN 

g2565435 

323 

O.Oe+00 

355 

100 

Arabidopsis thaliana DegP protease mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 

Method 
NCBI GI 
BLAST score 
E value 



142312 

LIB3168-012-P1-K1-H12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142313 

LIB3168-012-P1-K1-H2 

BLASTX 

g2129657 

287 

9.0e-26 



17442 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
70 

oleojsin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

142314 

LIB3168-012-P1-K1-H3 

BLASTX 

g2459432 

522 

3,0e-53 

98 

97 

{AC002332) CONSTANS-li]ce protein [Arabidopsis thaliana] 
142315 

LIB3168-012-P1-K1-H4 

BLASTX 

g2961390 

776 

4.0e-83 

138 
100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142316 

LIB3168-012-P1-K1-H5 

BLASTX 

gl628583 

616 

3.0e-64 

120 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



142317 

LIB3168-012-P1-K1-H6 

BLASTN 

g2264311 

65 

6.0e-28 

141 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142318 

LIB3168-012-P1-K1-H7 

BLASTX 

gl628583 

640 

4.0e-67 



17443 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



135 
93 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142319 

LIB3168-012-P1-K1-H8 

BLASTX 

g2832698 

351 

l.Oe-33 

65 

97 

(AL021713) starch synthase-like protein [Arabidopsis 
thaliana] 

142320 

LIB3168-013-P1-K1-A1 

BLASTN 

g4753195 

261 

l.Oe-145 

261 

100 

Arabidopsis thaliana BAG F15A18 from chromosome V near 68.5 
cM, complete sequence 

142321 

LIB3168-013-P1-K1-A10 

BLASTX 

gll2682 

229 

2.0e-19 

59 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142322 

LIB3168-013-P1-K1-A12 

BLASTX 

gl628583 

659 

2.0e-69 

141 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142323 

LIB3168-013-P1-K1-A2 
BLASTX 



17444 



NCBI GI 

BLAST score 

E valuB 

Match length 

% identity 

NCBI Description 



gll2682 
553 

6.0e-57 

126 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142324 

LIB3168-013-P1-K1-A3 

BLASTX 

gll2737 

588 

5.0e-61 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142325 

LIB3168-013-P1-K1-A4 

BLASTX 

gl628583 

635 

l.Oe-66 

137 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142326 

LIB3168-013-P1-K1-A5 

BLASTX 

gll2682 

579 

6.0e-60 

136 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



142327 

LIB3168-013-P1-K1-A6 

BLASTX 

gll2681 



17445 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 

4.0e-ll 

85 
49 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142328 

LIB3168-013-P1-K1-A8 

BLASTX 

gl628583 

563 

3.0e-58 

119 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142329 

LIB3168-013-P1-K1-A9 

BLASTX 

gl628583 

600 

2.0e-62 

120 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142330 

LIB3168-013-P1-K1-B1 

BLASTN 

g4097693 

47 

2.0e-17 

59 
95 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142331 

LIB3168-013-P1-K1-B10 

BLASTX 

gll2682 

595 

7.0e-62 

138 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94__ (X14313) 12S seed 



17446 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142332 

LIB3168-013-P1-K1-B11 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142333 

LIB3168-013-P1-K1-B12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142334 

LIB3168-013-P1-K1-B2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142335 

LIB3168-013-P1-K1-B3 

BLASTX 

gll2737 

651 

2.0e-68 

132 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albioinin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albijxtiin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142336 

LIB3168-013-P1-K1-B4 
BLASTX 



17447 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



gl628583 
747 

l.Oe-79 

141 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142337 

LIB3168-013-P1-K1-B6 

BLASTX 

gl628583 

93 

5.0e-03 

72 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142338 

LIB3168-013-P1-K1-B7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142339 

LIB3168-013-P1-K1-B8 

BLASTX 

gll2682 

628 

l.Oe-65 

128 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142340 

LIB3168-013-P1-K1-B9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 2842495_ernb_CAA168 92_ (AL021749) 12S 



17448 



® 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142341 

LIB3168-013-P1-K1-C1 

BLASTX 

gll2682 

648 

5.0e-68 

143 

87 

128 SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CEIB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142342 

LIB3168-013-P1-K1-C10 

BLASTX 

gll2681 

497 

2.0e-50 

118 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142343 

LIB3168-013-P1-K1-C11 

BLASTX 

g3522956 

389 

l.Oe-37 

130 

54 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

142344 

LIB3168-013-P1-K1-C12 

BLASTX 

gl351837 

672 

7.0e-71 

140 

94 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>gi_1069998_emb_CAA90747_ (Z50868) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_1589046_prf 2210244G Ac-CoA carboxylase : SUBUHIT=beta 

[Brassica napus] 



17449 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142345 

LIB3168-013-P1-K1-C2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142346 

LIB3168-013-P1-K1-C3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142347 


Seq. ID 


LIBoloo-Ul J-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3850914 


BLAST score 


558 


E value 


2.0e-57 


Match length 


118 


% identity 


95 


NCBI Description 


{AF060397) ATP synthase beta subunit [Stirlingia latifol 


Seq. No. 


142348 


Seq. ID 


LIB3168-013-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


595 


E value 


7.0e-62 


Match length 


138 


% identity 


82 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1605_pir S08510 




cruciferin precursor (CRB) - Arabidopsis thaliana 




>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 




thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


142349 


Seq. ID 


LIB3168-013-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


612 


E value 


7.0e-64 


Match length 


130 



% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



17450 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein. CRB [Arabidopsis 
thaliana] >gi_808937_ercib_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142350 

LIB3168-013-P1-K1-C7 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142351 

LIB3168-013-P1-K1-C8 

BLASTX 

g2129657 

415 

9.0e-41 

113 

77 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

142352 

LIB3168-013-P1-K1-C9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142353 

LIB3168-013-P1-K1-D10 

BLASTX 

gll2681 

592 

2.0e-61 

121 

93 

128 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



142354 



17451 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-013-P1-K1-D11 

BLASTX 

gll2741 

709 

3.0e-75 

132 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No- 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142355 

LIB3168-013-P1-K1-D12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142356 


Seq. ID 


LIB3168-013-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


60 


E value 


4.0e-25 


Match length 


202 


% identity 


82 


NCBI Description 


A. thaliana 2S albumin gene isoforms 


Seq. No. 


142357 


Seq. ID 


LIB3168-013-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


636 


E value 


l,0e-66 


Match length 


137 


% identity 


90 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR 



1 and 2, complete CDS's 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



{2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142358 

LIB3168-013-P1-K1-D4 

BLASTX 

g860891 



17452 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



425 

6.0e-42 

92 

89 

(X87636) PSII cytochome b559 alpha chain [Beta vulgaris] 
>gi_860897_emb_CAA60972_ (X87637) PSII cytochrome b599 
alpha chain [Beta vulgaris] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142359 

LIB3168-013-P1-K1-D5 

BLASTX 

g3335169 

707 

5.0e-75 

134 

98 

{AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb__CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142360 

LIB3168-013-P1-K1-D6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142361 

LIB3168-013-P1-K1-D7 

BLASTX 

g3157931 

247 

5.0e-41 

92 

96 

(AC002131) Similar to pyrophosphate-dependent 
phosphofuctokinase beta subunit gb_Z32850 from Ricinus 
communis. ESTs gb_N65773, gb__N64925 and gb_F15232 come 
from this gene. [Arabidopsis thaliana] 

142362 

LIB3168-013-P1-K1-D8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17453 



Seq, No. 


w 

142363 


Seq. ID 


LIBol 00 


Methpd 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


boo 


E value 


z . ue—oo 


Match length 




% identity 


81 


NCBI Description 


2S SEED 



-D9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 



ORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142364 

LIB3168-013-P1-K1-E1 

BLASTN 

gl628582 

57 

3.0e-23 

166 

87 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

142365 

LIB3168-013-P1-K1-E10 

BLASTX 

gl628583 

354 

l.Oe-33 

88 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142366 

LIB3168-013-P1-K1-E11 

BLASTX 

gll2681 

538 

4.0e-55 

141 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142367 

LIB3168-013-P1-K1-E12 

BLASTX 

g2129659 



17454 



BLAST score 


/ffnl 

W 

336 


E value 


2,0e-31 


Match length 


64 


% identity 


100 


NCBI Description 


oleosin 



(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142368 

LIB3168-013-P1-K1-E2 

BLASTX 

gl628583 

551 

l.Oe-56 

140 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eiab_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142369 

LIB3168-013-P1-K1-E3 

BLASTX 

gll2682 

564 

3.0e-58 

132 

81 

123 SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SOS 510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142370 

LIB3168-013-P1-K1-E4 

BLASTX 

gll2681 

547 

3.0e-56 

140 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CElAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142371 

LIB3168-013-P1-K1-E5 

BLASTX 

gl628583 

172 

2.0e-12 

71 

58 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 



17455 



cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142372 

LiB3168-013-Pl-Kl-E6 

BLASTX 

gl628583 

112 

3.0e-05 

67 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi__28424 95_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142373 

LIB3168-013-P1-K1-E7 

BLASTX 

gl628583 

620 

9.0e-65 

119 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_28424 95_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142374 

LIB3168-013-P1-K1-E8 

BLASTX 

gl628583 

668 

2.0e-70 

128 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142375 

LIB3168-013-P1-K1-E9 

BLASTX 

gll2681 

527 

6.0e-54 

125 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaiiana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaiiana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaiiana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142376 

LIB3168-013-P1-K1-F1 

BLASTX 

gl072480 

135 



17456 



® 



E value 
Match length 
% ideiitity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-20 

72 
60 

cruciferin 1 precursor 



rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142377 

LIB3168-013-P1-K1-F10 

BLASTX 

gll2681 

506 

2.0e-51 

120 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142378 

LIB3168-013-P1-K1-F11 

BLASTX 

gl628583 

413 

2.0e-40 

110 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142379 

LIB3168-013-P1-K1-F12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142380 

LIB3168-013-P1-K1-F2 

BLASTX 

gll2681 

614 

4.0e-64 

141 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



17457 



i : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142381 

LIB3168-013-P1-K1-F3 

BLASTX 

gll2681 

596 

6.0e-62 

138 

84 

123 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142382 

LIB3168-013-P1-K1-F4 

BLASTX 

gll2737 

559 

l.Oe-57 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 28 subunit 
'^1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24'745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142383 

LIB3168-013-P1-K1-F6 

BLASTN 

g4757392 

329 

O.Oe+00 

350 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
Ki4A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142384 

LIB3168-013-P1-K1-F7 

BLASTX 

gll2681 

504 

3.0e-51 

121 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142385 

LIB3168-013-P1-K1-F9 



17458 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g2760171 

149 

4.0e-78 

357 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 



PI clone: 



142386 

LIB3168-013-P1-K1-G10 

BLASTX 

gl628583 

648 

4.0e-68 

128 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



142387 

LIB3168-013-P1-K1-G11 

BLASTX 

gl628583 

382 

2.0e-37 

73 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142388 

LIB3168-013-P1-K1-G12 

BLASTX - ■ ' 

gll2743 

5 65 

2.0e-58 

123 

86 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STOE^GE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142389 

LIB3168-013-P1-K1-G3 

BLASTN 

g3241926 

35 

3.0e-10 

188 

85 



17459 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142390 

LIB3168-013-P1-K1-G4 

BLASTN 

g4455321 

94 

2.0e-45 

329 

93 

Arabidopsis thaliana DNA chromosome A, BAG clone 
{ESSAII project) 



F4I10 



142391 

LIB3168-013-P1-K1-G6 

BLASTX 

gll2682 

279 

3.0e-25 

72 
72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142392 

LIB3168-013-P1-K1-G7 

BLASTX 

gll2741 

721 

l.Oe-76 

134 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL03568G) NWMU3-2S albiimin 3 
precursor [Arabidopsis thaliana] 

142393 

LIB3168-013-P1-K1-G9 

BLASTX 

gll2741 

632 

3.0e-66 

119 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana].-.- 



17460 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142394 

LIB3168-013-P1-K1-H1 

BLASTX 

gll2737 

560 

l.Oe-57 

136 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_449a710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142395 

LIB3168-013-P1-K1-H10 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142396 

LIB3168-013-P1-K1-H12 

BLASTX 

gl628583 

617 

2.0e-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



142397 

LIB3168-013-P1-K1-H4 

BLASTX 

gl628583 

667 

3.0e-70 

132 

100 

{U66916) .^12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142398 

LIB3168-013-P1-K1-H7 



17461 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

195 

6.0e-15 

75 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142399 

LIB3168-013-P1-K1-H8 

BLASTN 

g4185128 

215 

l.Oe-117 

357 

99 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142400 

LIB3168-014-P1-K1-A1 

BLASTX 

gll2740 

271 

7.0e-24 

119 

52 

NAPIN 2 PRECURSOR {1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

142401 

LIB3168-014-P1-K1-A10 

BLASTX 

gll2737 

546 

4.0e-56 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142402 

LIB3168-014- 

BLASTX 

g3123264 

528 

5.0e-54 
123 



Pl-Kl-All 



17462 



% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



86 

60S RIBOSOMAL PROTEIN L27 >gi_224 4857__emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

142403 

LIB3168-014-P1-K1-A12 

BLASTX 

g2252844 

625 

2.0e-65 

112 

100 

{AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

142404 

LIB3168-014-P1-K1-A2 

BLASTX 

gll2737 

527 

7.0e-54 

131 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albiamin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142405 

LIB3168-014-P1-K1-A3 

BLASTX 

gl628583 

590 

3.0e-61 

147 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142406 

LIB3168-014-P1-K1-A4 

BLASTX 

g2605714 

622 

5.0e-65 

142 

87 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

142407 

LIB3168-014-P1-K1-A5 
BLASTX 



17463 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3600031 
555 

4.0e-57 

133 

85 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142408 

LIB3168-014-P1-K1-A6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142409 

LIB3168-014-P1-K1-A7 

BLASTX 

gl628583 

532 

2.0e-54 

136 

78 

(U66916) 123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142410 

LIB3168-014-P1-K1-A8 

BLASTX 

gl628583 

660 

2.0e-69 

128 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



142411 

LIB3168-014-P1-K1-A9 

BLASTX 

g633890 

277 

7.0e-25 

93 

61 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgar e] 

142412 

LIB3168-014-P1-K1-B1 



17464 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2682 

569^ 

8.0e-59 

133 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eiTib_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142413 

LIB3168-014-P1-K1-B10 

BLASTX 

gll2681 

539 

3.0e-55 

142 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142414 

LIB3168-014-P1-K1-B11 

BLASTX 

gll2682 

582 

2.0e-60 

124 

88 

12S SEED STOEIAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142415 

LIB3168-014-P1-K1-B2 

BLASTN 

g553039 

217 

l.Oe-119 

298 

99 

Arabidopsis thaliana GF14 rtiRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142416 

LIB3168-014-P1-K1-B3 

BLASTN 

g4376087 

262 

l.Oe-145 
394 



17465 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

142417 

LIB3168-014-P1-K1-B4 

BLASTN 

g2244788 

389 

O.Oe+00 

422 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

142418 

LIB3168-014-P1-K1-B6 

BLASTX 

gl628583 

518 

9.0e-53 

132 

78 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142419 

LIB3168-014-P1-K1-B7 

BLASTX 

gll2737 

588 

5.0e-61 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142420 

LIB3168-014-P1-K1-B9 

BLASTN 

g4512690 

296 

l.Oe-166 

311 

99 

Arabidopsis thaliana chromosome II BAG F11A3 genomic 
sequence, complete sequence 

142421 

LIB3168-014-P1-K1-C1 
BLASTX 



17466 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455223 
327 

2.0e-30 

113 

38 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142422 

LIB3168-014-P1-K1-C10 

BLASTX 

gll2682 

609 

2.0e-63 

140 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324_94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142423 

LIB3168-014-P1-K1-C11 

BLASTX 

gl628583 

632 

3.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142424 

LIB3168-014-P1-K1-C12 

BLASTX 

g399013 

520 

5.0e-53 

102 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658__pir S21313 ADP.ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi__16175_einb_CAA46518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142425 

LIB3168-014-P1-K1-C2 

BLASTX 

gl628583 

625 

2.0e-65 
120 



17467 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BL2\ST. .score 

E ■ tr^^e ^" - 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142426 

LIB3168-014-P1-K1-C3 

BLASTX 

g2129657 

377 

3.0e-36 

105 

76 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

142427 

LIB3168-Q14-P1-K1-C5 

BLASTX 

gll2681 

71 

2.0e-66 

133 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142428 

LIB3168-014-P1-K1-C6 

BLASTX 

gll2681 

439 

l.Oe-43 

100 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_308936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142429 

LIB3168-014-P1-K1-C8 

BLASTX 

gl628583 

301 

4.0e-47 

118 

86 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17468 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142430 

LIB3168-014-P1-K1-D1 

BLASTX 

g4056469 

242 

l.Oe-20 

50 

100 

{AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ' ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

142431 

LIB3168-014-P1-K1-D10 

BLASTX 

gl628583 

279 

5.0e-25 

86 

65 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142432 

LIB3168-014-P1-K1-D11 

BLASTX 

gll2741 

718 

3.0e-76 

135 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albiomin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albiimin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ {AL035680) NWMU3-2S albiomin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142433 

LIB3168-014-P1-K1-D12 

BLASTX 

g4204298 

568 

l.Oe-58 

138 

80 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 



142434 

LIB3168-014-P1-K1-D2 
BLASTX 



17469 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2681 
591 

2.0e-61 

137 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >g.i_808936_eitib_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142435 

LIB3168-014-P1-K1-D3 

BLASTN 

g2842474 

222 

l,0e-122 

222 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20O9 
(ESSAII project) 

142436 

LIB3168-014-P1-K1-D5 

BLASTX 

gll2739 

454 

3.0e-45 

131 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albiamin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
{Z24745) 2S albumin isofom 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142437 

LIB3168-014-P1-K1-D6 

BLASTX 

g2129659 

187 

5,0e-19 

82 
71 

oleosin, 
{L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142438 

LIB3168-014-P1-K1-D7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 



17470 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
t;haliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142439 

LIB3168-014-P1-K1-D8 

BLASTX 

gll2681 

562 

5.0e-58 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142440 

LIB3168-014-P1-K1-D9 

BLASTN 

g3985931 

420 

O.Oe+00 

420 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142441 

LIB3168-014-P1-K1-E1 

BLASTX 

gl628583 

667 

3-0e-70 

132 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142442 

LIB3168-014-P1-K1-E10 

BLASTX 

g4544399 

305 

7.0e-28 

112 

47 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142443 

LIB3168-014-P1-K1-E11 

BLASTX 

g3108347 

413 



17471 



E value 
Match length 
•% identity 
NCBI Description 



® 



2.0e-40 

83 
100 

(AFO 61517) putative copper /zinc superoxide dismutase copper 
chaperone [Arabidopsis thaliana] 



becj* JNO . 


1 AO AAA 
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bLAbi score 






M* Tit 






iYiai.cn ±engr.n 


± ^ z 




% identity 


by 




NLbi uescriprion 


(Z99708) globulin-like protein [Arabidopsis 


thaliana] 


beq. NO* 


142445 




Seq, ID 


LIB3168-014-P1-K1-E4 




Method 


BLASTX 






gll2682 




BLAST score 


595 




E value 


7.0e-62 




Match length 


138 




% identity 


82 


_pir SO 85 10 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 




cruciferin precursor (CRB) - Arabidopsis thaliana 




>gi 166678 (M37248) 12S storage protein CRB 


[Arabidopsis 




thaliana] >gi_808937_einb_CAA324 94_ (X14313) 


12S seed 




storage protein [Arabidopsis thaliana] 




Seq, No. 


142446 




Seq. ID 


LIB3168-014-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


gll2682 




BLAST score 


609 




E value 


2,0e-63 




Match length 


140 





% identity 

NCBI Description 



82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142447 

LIB3168-014-P1-K1-E8 

BLASTX 

g2149640 

184 

5.0e-14 

76 

59 

(U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



142448 

LIB3168-014-P1-K1-F10 
BLASTX 



17472 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
562 

6.0e-58 

131 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



142449 

LIB3168-014-P1-K1-F11 

BLASTN 

g3449331 

433 

O.Oe-i-00 

433 

26 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



142450 

LIB3168-014-P1-K1-F12 

BLASTN 

g2828185 

401 

O.Oe+00 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



142451 

LIB3168-014-P1-K1-F2 

BLASTX 

gll2681 

353 

l.Oe-33 

91 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142452 

LIB3168-014-P1-K1-F4 

BLASTX 

gll2682 

769 

3.0e-82 

146 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937__einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142453 

LIB3168-014-P1-K1-F5 

BLASTX 

gll2681 

541 

2.0e-55 

145 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


142454 


Seq. ID 


LIBJlDo-Ui4-Fl-i\l-r b 


Method 


BLASTX 


NCBI GI 


g4567265 


BLAST score 


177 


E value 


8 . Oe-13 


Match length 


57 


% identity 


58 


NCBI Description 


(AC006841) putative kinesin protein [Arabidopsi. 


Seq. No. 


142455 


Seq. ID 


LIB3168-014-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


g4589436 


BLAST score 


391 


E value 


u . Oe+uU 


Match length 


399 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MPA22, complete sequence 


Seq. No. 


142456 


Seq. ID 


LIB3168-014-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


595 


E value 


7.0e-62 


Match length 


128 


% identity 


91 


NCBI Description 


(U97200) cobalamin-independent methionine synth 




[Arabidopsis thaliana] 


Seq. No. 


142457 


Seq. ID 


LIB3168-014-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g4206762 


BLAST score 


251 


E value 


l.Oe-139 


Match length 


334 



17474 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

142458 

LIB3168-014-P1-K1-G1 

BLASTX 

gl709006 

318 

2.0e-29 

69 

87 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) >gi_726032 
(U17241) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



142459 

LIB3168-014-P1-K1-G10 

BLASTN 

g2924257 

43 

7.0e-15 

167 

87 

Tobacco chloroplast genome DNA 
142460 

LIB3168-014-P1-K1-G11 

BLASTX 

g2129579 

671 

9.0e-71 

129 

98 

Dwarf 1 protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 

142461 

LIB3168-014-P1-K1-G2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142462 

LIB3168-014-P1-K1-G3 

BLASTX 

gl628583 

44 

l.Oe-21 
78 



17475 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142463 

LIB3168-014-P1-K1-G4 

BLASTX 

gl628583 

606 

4.0e-63 

147 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142464 

LIB3168-014-P1-K1-G5 

BLASTN 

g2842474 

51 

l.Oe-19 

87 
90 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142465 

LIB3168-014-P1-K1-G7 

BLASTX 

gll2681 

552 

7.0e-57 

118 
92 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142466 

LIB3168-014-P1-K1-G8 

BLASTX 

gl628583 

747 

l.Oe-79 

142 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



142467 

LIB3168-014-P1-K1-G9 
BLASTX 



17476 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
625 

120 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142468 

LIB3168-014-P1-K1-H1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142469 

LIB3168-014-P1-K1-H10 

BLASTX 

gll2741 

741 

6.0e-79 

138 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142470 

LIB3168-014-P1-K1-H11 

BLASTX 

gl628583 

618 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142471 

LIB3168-014-P1-K1-H12 

BLASTX 

g2494896 

342 

2.0e-32 

62 

97 



17477 



11 



NCBI Description 



EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) {TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (036765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142472 

LIB3168-014-Pl-Kl-a2 

BLASTX 

gl628583 

123 

2,0e-06 

78 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142473 

LIB3168-014-P1-K1-H3 

BLASTX 

g2129767 

720 

2.0e-76 

138 

99 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142474 

LIB3168-014-P1-K1-H4 

BLASTN 

g4582411 

344 

O.Oe+00 

440 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T23K8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142475 

LIB3168-014-P1-K1-H5 

BLASTN 

g3269280 

418 

0,0e+00 

429 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M4I22 



Seq. No. 

Seq. ID 
Method 
NCBI GI 



142476 

LIB3168-014-P1-K1-H7 

BLASTX 

gl903034 



17478 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

9.0e-17 

87 

48 

(X94625) amp-binding protein [Brassica napus] 
142477 

LIB3168-014-P1-K1-H8 

BLASTX 

gl628583 

613 

6.0e-64 

123 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142478 

LIB3168-014-P1-K1-H9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142479 

LIB3168-015-P1-K1-A1 

BLASTX 

gll2741 

248 

9.0e-22 

50 

94 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_einb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142480 

LIB3168-015-P1-K1-A10 

BLASTX 

g21112 

52 

5.0e-31 

126 

60 

(X59805) cruciferin [Raphanus sativus] 



Seq. No. 



142481 



17479 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-015-P1-K1-A11 

BLASTX 

g2832644 

375 

5,0e-36 

73 
100 

{AL021710) 
thaliana] 



teosinte branchedl - like protein [Arabidopsis 



142482 

LIB3168-015-P1-K1-A12 
BLASTN 
g3063690 
231 

l.Oe-127 
365 
100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



142483 

LIB3168-015-P1-K1-A3 
BLASTN 
g2947056 
90 
5.0e-43 
98 
98 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142484 

LIB3168-015-P1-K1-A4 

BLASTN 

g2281648 

174 

4.0e-93 

178 

99 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 

142485 

LIB3168-015-P1-K1-A5 

BLASTX 

gl628583 

167 

l.Oe-57 

126 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142486 

LIB3168-015-P1-K1-A6 



17480 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

512 

3.0e-52 

107 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142487 

LIB3168-015-P1-K1-A7 

BLASTX 

gl628583 

550 

l.Oe-56 

115 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142488 

LIB3168-015-P1-K1-A8 

BLASTX 

gl628583 

407 

8.0e-40 

109 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142489 

LIB3168-015-P1-K1-A9 

BLASTN 

gl628582 

76 

9.0e-35 

187 

43 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 

142490 

LIB3168-015-P1-K1-B10 

BLASTX 

gl628583 

605 

5.0e-63 

128 
91 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eiQb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17481 



® 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142491 

LIB3168-015-P1-K1-B11 

BLASTX 

gl628583 

55 

l.Oe-57 

115 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142492 

LIB3168-015-P1-K1-B12 

BLASTX 

gll2682 

355 

6.0e-34 

83 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142493 

LIB3168-015-P1-K1-B4 

BLASTX 

gll2681 

565 

2.0e-58 

114 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142494 

LIB3168-015-P1-K1-B5 

BLASTX 

gll2681 

519 

4.0e-53 

108 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_eitib_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



142495 

LIB3168-015-P1-K1-B6 
BLASTX 



17482 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2623962 
426 

5.0e-42 

89 

92 

{Y12540) isocitrate dehydrogenase {NADP+) 
graveolens] 



[Apium 



142496 

LIB3168-015-P1-K1-B7 

BLASTX 

gl628583 

257 

8.0e-23 

47 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142497 




Seq. ID 


LIB3168- 


G15-P1-K1-B8 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


8.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus 


laevis cDNA clone 


Seq. No. 


142498 




Seq. ID 


LIB3168- 


015-P1-K1-B9 


Method 


BLASTX 




NCBI GI 


gll2739 




BLAST score 


224 




E value 


7.0e-19 




Match length 


42 




% identity 


100 




NCBI Description 


2S SEED 


STORAGE PROTEIN 2 



PROTEIN) >gi_68854_pir_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (2S ALBUMIN STORAGE 
_ _ NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142499 

LIB3168-015-P1-K1-C1 

BLASTX 

gl628583 

496 

2,0e-50 

108 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17483 



Seq. No. 




oeq. xU 




Method 


BLASTX 


NCBI GI 


g2443876 


BLAST score 




E value 


0 Ho — I '7 


Match length 




-6 laentiry 




NCBI Description 




Seq. No. 


14ZOU1 


Seq. ID 




Method 


bliAoilN 


NCBI GI 


g4006885 


BLAST score 


149 


E value 


4 . Ue- /o 


Match length 


0/0 


% identity 


no 


NCBI Description 


aiJ 1 Qvj p b 1 a 




fragment No 


o e q * IN o . 




Seq. ID 


LIB3168-015 


Method 


BLASTN 


NCBI GI 


gl6231 


BLAST score 


38 


E value 


3.0e-12 


Match length 


154 



Hypothetical protein [Arabidopsis thaliana] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 

142503 

LIB3168-015-P1-K1-C3 

BLASTX 

gl628583 

185 

5.0e-29 

84 

85 

{U66916) 12s cruciferin seed storage protein [Arabidopsis 
thalianal >gi_2842495_emb_CAA16892_ (AL02174 9J_ 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142504 

LIB3168-015-F1-K1-C5 

BLASTX 

gl628583 

135 

5.0e-26 

108 

67 

(U66916) 12s cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17484 



® 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142505 

LIB3168-015-P1-K1-C6 

BLASTX 

gl628583 

518 

8.0e-54 

112 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142506 

LIB3168-015-P1-K1-C7 

BLASTX 

gl628583 

170 

l.Oe-12 

60 

57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142507 

LIB3168-015-P1-K1-C8 

BLASTX 

gll2682 

464 

l.Oe-4 6 

100 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142508 

LIB3168-015-P1-K1-C9 

BLASTN 

g3548797 

204 

l.Oe-lll 

359 

99 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142509 

LIB3168-015-P1-K1-D1 

BLASTX 

gl628583 

297 

2.0e-27 
65 



17485 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliarLa]' 

142510 

LIB3168-015-P1-K1-D10 

BLASTN 

g4159701 

325 

O.Oe+00 

366 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22G18, complete sequence 

142511 

LIB3168-015-P1-K1-D11 

BLASTX 

gll69476 

611 

l.Oe-63 

117 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

142512 

LIB3168-015-P1-K1-D3 

BLASTX 

gl628583 

309 

2.0e-28 

70 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142513 

LIB3168-015-P1-K1-D4 

BLASTX 

gl628583 

77 

3.0e-42 

125 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



142514 

LIB3168-015-P1-K1-D5 

BLASTX 

gl061040 

544 



17486 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-56 

113 

88 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyl transferase 

[Arabidopsis thaliana] 

142515 

LIB3168-015-P1-K1-D6 

BLASTX 

g2129659 

223 

2.0e-18 

99 

54 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

142516 

LIB3168-015-P1-K1-D7 

BLASTX 

gl628583 

234 

7.0e-20 

70 

66 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



142517 

LIB3168-015-P1-K1-D8 

BLASTX 

g2961390 

413 

9.0e-41 

79 

99 

{AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

142518 

LIB3168-015-P1-K1-D9 

BLASTX 

g2129657 

216 

l.Oe-17 

61 
75 

oleosin isoform - Arabidopsis thaliana 
>gi__987014_emb__CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ {Z54165) oleosin 
[Arabidopsis thaliana] 

142519 

LIB3168-015-P1-K1-E1 
BLASTX 



17487 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 



g3335169 
502 

6.0e-51 

111 
79 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

142520 

LIB3168-015-P1-K1-E10 

BLASTX 

gll2741 

637 

9.0e-67 

118 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846. 1__ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142521 

LIB3168-015-P1-K1-E11 

BLASTX 

gll2682 

665 

4.0e-70 

137 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142522 

LIB3168-015-P1-K1-E12 

BLASTX 

gl35858 

349 

5.0e-33 

68 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114__ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

142523 

LIB3168-015-P1-K1-E2 



17488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

283 

2.0e-36 

101 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142524 

LIB3168-015-P1-K1-E3 

BLASTX 

gl628583 

566 

2.0e-58 

119 

92 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142525 

LIB3168-015-P1-K1-E4 

BLASTX 

gl628583 

76 

3.0e-38 

98 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142526 

LIB3168-015-P1-K1-E7 

BLASTX 

gl628583 

444 

2.0e-44 

100 
87 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142527 

LIB3168-G15-P1-K1-E8 

BLASTX 

gl628583 

49 

7.0e-58 

128 

91 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17489 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142528 

LIB3168-015-P1-K1-E9 

BLASTX 

gl628583 

44 

2.0e-54 

112 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142529 

LIB3168-015-P1-K1-F1 

BLASTX 

g21112 

225 

2.0e-18 

48 

85 

{X59805) cruciferin [Raphanus sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142530 

LIB3168-015-P1-K1-F11 

BLASTN 

gl66909 

244 

l.Oe-135 

286 

100 

Arabidopsis thaliana beta-9 tubulin {TUB9) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142531 

LIB3168-015-P1-K1-F12 

BLASTN 

g2262155 

331 

O.Oe+00 

402 

98 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142532 

LIB3168-015-P1-K1-F2 

BLASTX 

gll8926 

283 

3.0e-25 

111 

52 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein {clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 



17490 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_227781_prf 1710351E abscisic acid responsive protein E 

Crater OS tigma plantagineum] 



142533 

LIB3168-015-P1-K1-F3 

BLASTX 

gll2741 

414 

7.0e-41 

94 

84 

2S SEED STORAGE PROTEIN 
PROTEIN ) >gi_68 8 55_pir__ 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albijmin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712__emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


142534 


Seq. ID 


LIB3168-015-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


317 


E value 


l.Oe-178 


Match length 


379 


% identity 


98 


NCBI Description 


A. thaliana rRNA repeat unit, 


Seq. No. 


142535 


Seq. ID 


LIB3168-015-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g4220640 


BLAST score 


286 


E value 


l.Oe-160 


Match length 


384 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic 




MPEll, complete sequence [Arc 


Seq. No. 


142536 


Seq. ID 


LIB3168-015-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


638 


E value 


7.0e-67 


Match length 


140 


% identity 


87 



chromosome 3, PI clone; 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142537 

LIB3168-015-P1-K1-F8 
BLASTX 



17491 



NCBI GI 


® 

gll2681 


BLAST score 


55 


E value 


5 . Oe-46 


Match length 


99 


% identity 


98 


NCBI Description 


12S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142538 

LIB3168-015-P1-K1-F9 

BLASTX 

gll2681 

555 

3.0e-57 

131 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir SO8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142539 

LIB3168-015-P1-K1-G10 

BLASTN 

g3869069 

181 

3.0e-97 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

142540 

LIB3168-015-P1-K1-G11 

BLASTX 

gl628583 

586 

8.0e-61 

120 

94 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142541 

LIB3168-015-P1-K1-G12 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 



17492 



thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142542 

LIB3168-015-P1-K1-G3 

BLASTX 

gl628583 

671 

9.0e-71 

138 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142543 

LIB3168-015-P1-K1-G4 

BLASTX 

gll2682 

631 

5.0e-66 

141 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142544 

LIB3168-015-P1-K1-G5 

BLASTX 

gl628583 

548 

2.0e-56 

103 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142545 

LIB3168-015-P1-K1-G6 

BLASTX 

g464775 

429 

2.0e-42 

112 

72 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir_ 
superoxide dismutase - Para rubber tree >gi_348137 



_S394 92 
(L11707) 



superoxide dismutase (manganese) [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142546 

LIB3168-015-P1-K1-G7 

BLASTX 

gll2681 

59 



17493 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-54 

114 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142547 

LIB3168-015-P1-K1-G8 

BLASTX 

gll2739 

386 

2.0e-37 

114 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(224745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142548 

LIB3168-015-P1-K1-G9 

BLASTX 

gl628583 

371 

l.Oe-35 

92 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142549 

LIB3168-015-P1-K1-H10 

BLASTX 

gl628583 

584 

l.Oe-60 

120 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142550 

LIB3168-015-P1-K1-H12 

BLASTX 

gll2681 

618 

2.0e-64 

131 
94 



17494 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142551 

LIB3168-015-P1-K1-H4 

BLASTX 

gll2682 

615 

3.0e-64 

143 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142552 

LIB3168-015-P1-K1-H5 

BLASTX 

gl628583 

593 

l.Oe-61 

141 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142553 


Seq. ID 


LIB3168-015-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g418908 


BLAST score 


182 


E value 


2.0e-13 


Match length 


75 


% identity 


44 


NCBI Description 


vicilin precursor - cacao 


Seq. No. 


142554 


Seq, ID 


LIB3168-015-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


690 


E value 


5.0e-73 


Match length 


138 


% identity 


95 


NCBI Description 


12S SEED STORAGE PROTEIN 



PRECURSOR >gi_81605_pir SO 85 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 [M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



142555 



17495 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-015-P1-K1-H8 

BLASTN 

g3046849 

148 

l.Oe-77 

381 
50 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18L3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142556 

LIB3168-015-P1-K1-H9 

BLASTX 

g2347192 

534 

l.Oe-54 

103 
55 

{AC002338) spliceosomal protein U2B isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142557 

LIB3168-016-P1-K1-A1 

BLASTX 

gll2681 

256 

l.Oe-22 

55 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142558 

LIB3168-016-P1-K1-A12 

BLASTX 

g2160142 

360 

3.0e-34 

112 
68 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921) . [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5'-adenylylsulfate reductase [Arabidopsis thaliana] 

142559 

LIB3168-016-P1-K1-A3 

BLASTX 

gl628583 

585 

l.Oe-60 

145 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 



17496 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142560 

LIB3168-016-P1-K1-A4 

BLASTX 

g2129657 

238 

5.0e-20 

120 

49 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987 016_€mb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

142561 

LIB3168-016-P1-K1-A5 

BLASTX 

gl31289 

716 

5.0e-76 

141 

97 

PHOTOS YSTEM II 44 KD REACTION CENTRE PROTEIN {P6 PROTEIN) 

{CP43) >gi_72709_pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142562 

LIB3168-016-P1-K1-A6 

BLASTX 

gl628583 

203 

l.Oe-55 

140 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142563 

LIB3168-016-P1-K1-A7 

BLASTX 

gll2681 

637 

9.0e-67 

126 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142564 

LIB3168-016-P1-K1-A8 



17497 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241917 

339 

O.Oe+00 

382 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

142565 

LIB3168-016-P1-K1-B1 

BLASTN 

g4468103 

197 

l.Oe-107 

382 
87 

Arabidopsis thaliana DNA chromosome 4, BAG clone M3E9 
{ESSA project) 

142566 

LIB3168-016-P1-K1-B12 

BLASTX 

g4753882 

350 

4.0e-33 

130 

54 

{AL049754) putative aspartate aminotransferase 
[Streptomyces coelicolor] 

142567 

LIB3168-016-P1-K1-B2 

BLASTN 

g4581043 

53 

7.0e-21 

69 
94 

Populus deltoides Qa-binding protein PsbD (psbD) and 
chlorophyll a-binding protein PsbC (psbC) genes, 
chloroplast genes encoding chloroplast proteins, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142568 

LIB3168-016-P1-K1-B3 

BLASTX 

gll2682 

695 

l.Oe-73 

131 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17498 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142569 

LIB3168-016-P1-K1-B5 

BLASTN 

g4519193 

133 

l,0e-68 

426 

100 

Arabidopsis thaliana genomic DNA, chromosome 3^ PI clone: 
MDCll, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142570 

LIB3168-016-P1-K1-B8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142571 

LIB3168-016-P1-K1-B9 

BLASTX 

gl628583 

578 

8.0e-60 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142572 

LIB3168-016-P1-K1-C10 

BLASTX 

gll2682 

578 

7.0e-60 

135 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142573 

LIB3168-016-P1-K1-C11 

BLASTN 

g3298532 

391 

O.Oe+00 
415 



17499 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142574 

LIB3168-016-P1-K1-C4 

BLASTX 

g2916772 

656 

5.0e-69 

132 
99 

{AJ224119) AT-hook protein 2 [Arabidopsis thaliana] 
142575 

LIB3168-016-P1-K1-C5 

BLASTX 

gll2682 

564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142576 

LIB3168-016-P1-K1-C7 

BLASTX 

gll2682 

647 

6.0e-68 

142 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142577 

LIB3168-016-P1-K1-C8 

BLASTX 

gl628583 

462 

3.0e-46 

122 

76 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142578 

LIB3168-016-P1-K1-D10 
BLASTX 



17500 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
656 

5.0e-69 

128 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142579 

LIB3168-016-P1-K1-D11 

BLASTX 

gl033.13 

470 

3.0e-47 

131 

12 

probable cell cycle control protein crn - fruit fly 
(Drosophila melanogaster) >gi_2827496_einb_CAA15705 . 1_ 
{AL009195) EG:30B8.1 [Drosophila melanogaster] 

142580 

LIB3168-016-P1-K1-D12 

BLASTX 

gll2682 

260 

7.0e-23 

86 

67 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142581 

LIB3168-016-P1-K1-D3 

BLASTN 

g2114077 

136 

2.0e-70 

286 

90 

Arabidopsis thaliana DNA for larger subunit of Rubisco, 
beta subunit of coupling factor one, partial cds 

142582 

LIB3168-016-P1-K1-D4 

BLASTX 

gll2739 

446 

2.0e-44 

126 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 



17501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



2 precursor [Arabidopsis thaliana] >gi_395205_einb_CAA80871 
(Z24745) 2S albumin isoforiti 2 [Arabidopsis thaliana] 
>gi_4490711_einb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142583 

LIB3168-016-P1-K1-D5 

BLASTX 

gl628583 

701 

3.0e-74 

139 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142584 

LIB3168-016-P1-K1-D6 

BLASTX 

g3152605 

608 

2.0e-63 

124 

100 

{AC004482) hypothetical protein [Arabidopsis thaliana] 
142585 

LIB3168-016-P1-K1-D7 

BLASTX 

gll2682 

564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142586 

LIB3168-016-P1-K1-D8 

BLASTX 

gl628583 

663 

7.0e-70 

131 

97 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142587 

LIB3168-016-P1-K1-D9 

BLASTX 

gll2682 



17502 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_ertib_CAA324 94_ (X14313) 12S seed 
. storagp j>rotein [Arabidopsis thaliana] 

142588 

LIB3168-016-P1-K1-E1 

BLASTX 

gl628583 

625 

2,0e-65 

126 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142589 

LIB3168-016-P1-K1-E10 

BLASTX 

gl628583 

200 

8.0e-16 

75 

57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142590 

LIB3168-016-P1-K1-E12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142591 

LIB3168-016-P1-K1-E3 

BLASTN 

g3510347 

62 

6.0e-27 

93 

94 

Arabidopsis thaliana genomic DNA, chromosome 3f PI clone: 
MSJll, complete sequence [Arabidopsis thaliana] 



17503 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142592 

LIB3168-016-P1-K1-E4 

BLASTX 

gll2737 

182 

l.Oe-26 

108 

64 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 28 albumin 1 precursor - 

Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142593 

LIB3168-016-P1-K1-E7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142594 

LIB3168-016-P1-K1-E8 

BLASTN 

g2828186 

138 

l.Oe-71 

374 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 

142595 

LIB3168-016-P1-K1-E9 

BLASTX 

gl628583 

625 

2.Ge-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142596 

LIB3168-016-P1-K1-F1 

BLASTX 

g461841 

208 

5.0e-17 



17504 



Match length 

% identity 

NCBI Description 



53 
72 

CRUCIFERIN CRU4 PRECURSOR 
PROTEIN) 



(lis GLOBULIN) (12S STORAGE 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142597 

LIB3168-016-P1-K1-F10 

BLASTN 

g3540210 

381 

O.Oe+00 

413 

98 

Arabidopsis thaliana chromosome I BAG F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142598 

LIB3168-016-P1-K1-F11 

BLASTN 

g4199934 

277 

l.Oe-154 

371 

93 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 

142599 

LIB3168-016-P1-K1-F12 

BLASTX 

gll2682 

583 

2.0e-60 

136 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142600 

LIB3168-016-P1-K1-F6 

BLASTX 

g4539293 

560 

8.0e-58 

115 
100 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 

142601 

LIB3168-016-P1-K1-F7 

BLASTX 

gll2737 

554 



17505 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



5.0e-57 

134 

81 

2S SEED STORAGE PROTEK^ 1 PRECURSOR {23 ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 23 albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albiimin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142602 

LIB3168-016-P1-K1-G1 

BLASTX 

gll2681 

265 

3.0e-23 

118 

52 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142603 

LIB3168-016-P1-K1-G10 

BLASTX 

gl628583 

658 

3,0e-69 

138 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142604 

LIB3168-016-P1-K1-G11 

BLASTX 

gl628583 

620 

9.0e-65 

120 
99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142605 

LIB3168-016-P1-K1-G12 

BLASTX 

gl628583 

573 

3.Qe-59 

121 

92 



17506 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142606 

LIB3168-016-P1-K1-G2 

BLASTX 

gll2737 

208 

l.Oe-17 

75 
69 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi^44 90710_einb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142607 

LIB3168-016-P1-K1-G3 

BLASTX 

gl628583 

562 

5.0e-58 

140 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142608 

LIB3168-016-P1-K1-G4 

BLASTX 

g4204299 

688 

9.0e-73 

134 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142609 

LIB3168-016-P1-K1-G5 

BLASTX 

g4586263 

231 

9,0e-29 

124 

57 

(AL04964 0) putative protein [Arabidopsis thaliana] 
142610 

LIB3168-016-P1-K1-G6 

BLASTN 

g3128139 



17507 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181 

3.0e-97 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

142611 

LIB3168-016-P1-K1-G7 

BLASTN 

gl2307 

37 

3.0e-ll 

94 

97 

Spinach plastid genes rps3, rpsl9, rpll4, rpll6 and rpl22 
for ribosomal proteins S3, S19, L14, L16 and L22 

142612 

LIB3168-016-P1-K1-G8 

BLASTX 

gl628583 

243 

l.Oe-20 

74 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142613 

LIB3168-016-P1-K1-G9 

BLASTX 

gl628583 

625 

2,0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb__CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142614 

LIB3168-016-P1-K1-H1 

BLASTX 

gll2682 

644 

l.Oe-67 

141 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



142615 



17508 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-016-P1-K1-H10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142616 

LIB3168-016-P1-K1-H11 

BLASTX 

gll2741 

725 

4.0e-77 

135 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142617 

LIB3168-016-P1-K1-H3 

BLASTX 

gl628583 

299 

l.Oe-27 

71 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142618 

LIB3168-016-P1-K1-H4 

BLASTX 

gll2682 

568 

l.Oe-58 

118 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142619 

LIB3168-016-P1-K1-H5 

BLASTX 

gl628583 



17509 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



627 

l.Oe-65 

128 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142620 

LIB3168-016-P1-K1-H6 

BLASTN 

gl6236 

110 

3.0e-55 

154 

95 

Arabidopsis CRB gene for 123 seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142621 

LIB3168-016-P1-K1-H7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142622 

LIB3168-016-P1-K1-H8 

BLASTX 

gll2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_enib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142623 

LIB3168-016-P1-K1-H9 

BLASTX 

gll2681 

590 

3.0e-61 

138 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 





storage 


Seq. No. 


142624 


beq. iu 


LIBol DO 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


209 


E value 


4.0e-17 


Match length 


69 


% identity 


62 


NCBI Description 


2S SEED 




PROTEIN 



>gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142625 

LIB3168-017-P1-K1-A10 

BLASTX 

gll2681 

633 

2.0e-66 

118 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir SO 850 9 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142626 

LIB3168-017-P1-K1-A11 

BLASTX 

g3335169 

699 

5.0e-74 

130 
100 

{AF067 857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ {AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

142627 

LIB3168-017-P1-K1-A12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142628 

LIB3168-017-P1-K1-A2 

BLASTX 

gll2681 

416 

5.0e-41 

103 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 85 09 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142629 

LIB3168-017-P1-K1-A3 

BLASTX 

gll2739 

467 

8.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142630 

LIB3168-017-P1-K1-A4 

BLASTX 

gl628583 

478 

4.0e-48 

119 

81 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142631 

LIB3168-017-P1-K1-A5 

BLASTX 

gll2741 

705 

9.0e-75 

131 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 

3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142632 

LIB3168-017-P1-K1-A6 

BLASTX 

gl628583 

424 

8.0e-42 

80 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142633 

LIB3168-017-P1-K1-A8 

BLASTX 

gll2681 

235 

7.0e-28 

85 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142634 

LIB3168-017-P1-K1-A9 

BLASTX 

gll2741 

536 

3.0e-55 

100 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albiimin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142635 

LIB3168-017-P1-K1-B1 

BLASTX 

gll2741 

253 

7,0e-22 

104 

36 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1__ (AL035680) NWMU3-2S albumin 3 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
142636 

LIB3168-017-P1-K1-B10 

BLASTX 

gl628583 

516 

l.Oe-52 

130 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142637 

LIB3168-017-P1-K1-B11 

BLASTX 

gll2739 

487 

3.0e-49 

133 

74 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142638 

LIB3168-017-P1-K1-B12 

BLASTX 

gl628583 

432 

9.0e-43 

105 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142639 

LIB3168-017-P1-K1-B2 

BLASTX 

gl32863 

285 

3.0e-32 

94 

81 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 65 68_ (X65615) ribosomal protein L2 
[Sinapis alba] 

142640 

LIB3168-017-P1-K1-B3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
602 

l.Oe-62 

120 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142641 

LIB3168-017-P1-K1-B4 

BLASTX 

g2129659 

579 

5.0e-60 

132 
87 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142642 

LIB3168-017-P1-K1-B5 

BLASTX 

gl628583 

609 

2.0e-63 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142643 

LIB3168-017-P1-K1-B6 

BLASTX 

gll2681 

335 

3.0e-31 

69 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142644 

LIB3168-017-P1-K1-B7 

BLASTX 

gl628583 

522 

2.0e-53 

102 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142645 

LIB3168-017-P1-K1-B8 

'blastx 

g4678322 
384 

2.0e-37 

86 

91 

{AL049658) putative protein [Arabidopsis thaliana] 
142646 

LIB3168-017-P1-K1-B9 

BLASTX 

gl628583 

494 

3.0e-50 

97 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142647 

LIB3168-017-P1-K1-C1 

BLASTX 

gll2681 

473 

l.Oe-47 

117 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__einb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142648 

LIB3168-017-P1-K1-C10 

BLASTX 

gll2741 

686 

2,0e-72 

127 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142649 

LIB3168-017-P1-K1-C11 

BLASTX 

gll2682 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 6 

2.0e-71 

140 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142650 

LIB3168-^017-P1-K1-C12 

BLASTX 

gl628583 

500 

l,0e-58 

119 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142651 

LIB3168-017-P1-K1-C3 

BLASTX 

gl628583 

562 

5.0e-58 

113 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142652 

LIB3168-017-P1-K1-C5 

BLASTX 

gl628583 

627 

l.Oe-65 

123 

98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142653 

LIB3168-017-P1-K1-C6 

BLASTX 

g4585873 

159 

l.Oe-10 

91 

42 

(AC005850) Putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



142654 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-017-P1-K1-C7 

BLASTX 

gl628583 

661 

l.Oe-69 

138 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142655 

LIB3168-017-P1-K1-C8 

BLASTX 

gll2739 

450 

7.0e-45 

127 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_3 9520 5_emb_CAA8 087 1_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142656 

LIB3168-017-P1-K1-C9 

BLASTX 

gl628583 

612 

7.0e-64 

120 

98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142657 

LIB3168-017-P1-K1-D1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142658 

LIB3168-017-P1-K1-D11 

BLASTX 

gl628583 

625 

2,0e-65 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 

142659 

LIB3168-017-P1-K1-D12 

BLASTX 

gl628583 

131 

2.0e-07 

71 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142660 

LIB3168-017-P1-K1-D2 

BLASTX 

gl628583 

562 

4.0e-58 

113 

95 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142661 

LIB3168-017-P1-K1-D3 

BLASTX 

g4204299 

76 

5.3e-01 

136 

26 

{AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142662 

LIB3168-017-P1-K1-D4 

BLASTX 

gl628583 

642 

2.0e-67 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142663 

LIB3168-017-P1-K1-D5 

BLASTX 

gl628583 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



438 

9.0e-44 

87 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



142664 

LIB3168-017-P1-K1-D6 

BLASTN 

g2244870 

243 

l.Oe-134 

296 

95 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



142665 

LIB3168-017-P1-K1-D7 

BLASTN 

gl279569 

86 

l.Oe-40 

234 

89 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
142666 

LIB3168-017-P1-K1-D8 

BLASTX 

gll2681 

585 

l.Oe-60 

136 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142667 

LIB3168-017-P1-K1-D9 

BLASTX 

g3080403 

418 

4.0e-41 

94 

86 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
>gi_4455267_emb_CAB36803.1_ (AL035527) putative 
bifunctional nuclease [Arabidopsis thaliana] 

142668 

LIB3168-017-P1-K1-E1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

337 

l.Oe-31 

67 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142669 

LIB3168-017-P1-K1-E10 

BLASTX 

gl628583 

687 

l.Oe-72 

130 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142670 

LIB3168-017-P1-K1-E11 

BLASTX 

gl628583 

669 

2.0e-70 

140 

93 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_ertib_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142671 

LIB3168-017-P1-K1-E12 

BLASTN 

g4199934 

291 

l.Oe-163 

295 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P1B, 
complete sequence [Arabidopsis thaliana] 

142672 

LIB3168-017-P1-K1-E2 

BLASTN 

g2660661 

280 

l.Oe-156 

352 

94 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



142673 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-017-P1-K1-E3 

BLASTX 

gll2682 

630 

5.0e-66 

129 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142674 

LIB3168-017-P1-K1-E6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142675 

LIB3168-017-P1-K1-E7 

BLASTX 

gl628583 

634 

2.0e-66 

135 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eitib_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142676 

LIB3168-017-P1-K1-E8 

BLASTX 

gl628583 

547 

3.0e-56 

137 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142677 

LIB3168-017-P1-K1-E9 

BLASTN 

g4678266 

97 

4.0e-47 

281 

99 
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NCBI Description Arabidopsis thaliana DNA chromosome 3, BAG clone F15B8 
(ESSA project) 



o c; ^ • IN w • 




Seq. ID 


LIB3168-017-P1-K1-F1 


Method 


BLASTN 




gj udzou 


DJ-irlD 1 5 coirs 


D ft 


E value 


1 . ue— z 1 




J 0 


% identity 


Q Q 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F27F23 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


142679 


Seq. ID 


LIB3168-017-P1-K1-F10 


Method 






«.yi CI AO riT 

g4oi(j / 


BLAST score 


461 


E value 


o . Ue-4o 


Match length 


109 


% identity 


86 


MLbi Description 


{ACL)06587) putative preproMP27-MP32 [Arabidopsis thaliana 


oeq. NO. 


1 A o con 


oeq, lu 


IiIJdJIdo — Ul / — Jrl— — r 11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


Idz 


E value 


4 . Ue-li 


Match length 


73 


-6 Identity 




NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495 emb CAA16892 (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 




1 A 9 f^fl 1 
X fi Z DO 1 


Seq. ID 


LIB3168-017-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


276 


E value 


2 . Oe-24 


Match length 


112 


% identity 


56 


NCBI Description 


(AC007017) putative harpm-mduced protein [Arabidopsis 




thaliana] 


oeq. IN o . 


1 AO ^QO 


Seq. ID 


LIB3168-017-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


336 


E value 


2.0e-31 


Match length 


134 


% identity 


54 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin seed storage protein [Arabidopsis thaliana] 
142683 

LIB3168-017-P1-K1-F3 

BLASTX 

gll4654 

289 

5.0e-26 

81 

79 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - coininon tobacco 
chloroplast >gi_11812_emb_CAA7734 3_ (Z00044) ATPase III 
subunit [Nicotiana tabaciom] >gi_343484 [M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp,] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

142684 

LIB3168-017-P1-K1-F4 

BLASTX 

gl628583 

653 

l.Oe-68 

125 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142685 

LIB3168-017-P1-K1-F5 

BLASTN 

g2842474 

39 

3.0e-13 

79 

87 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



142686 

LIB3168-017-P1-K1-F6 

BLASTX 

g3482918 

213 

3,0e-17 

58 

69 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

142687 

LIB3168-017-P1-K1-F9 

BLASTX 

gl628583 



17524 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 68 

2.0e-48 

103 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Ajrabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142688 

LIB3168-017-P1-K1-G1 

BLASTX 

gll2681 

276 

l.Oe-24 

65 

80 

123 SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_ernb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142689 

LIB3168-017-P1-K1-G11 

BLASTX 

g4204298 

521 

3.0e-53 

121 
84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142690 

LIB3168-017-P1-K1-G2 

BLASTX 

gl628583 

620 

8,0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142691 

LIB3168-017-P1-K1-G3 

BLASTX 

gll2743 

632 

3.0e-66 

133 
89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albiamin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_einb_CAA808 69_ 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_einb_CM38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142692 

LIB3168-017-P1-K1-G4 

BLASTX 

gll2682 

6.0e-68 

134 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142693 

LIB3168-017-P1-K1-G5 

BLASTX 

gl628583 

363 

5.0e-35 

76 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142694 

LIB3168-017-P1-K1-G7 

BLASTX 

g728880 

446 

2.0e-44 

128 

67 

N-TERMINAL ACETYL! RANSFERASE COMPLEX ARDl SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54691_ (X77588) ARDl N-acetyl transferase 
homologue [Homo sapiens] >gi__1302661 {U52112) ARDl N-acetyl 
transferase related protein [Homo sapiens] 

142695 

LIB3168-017-P1-K1-G8 

BLASTX 

gll2681 

570 

6.0e-59 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl ) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808 936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142696 

LIB3168-017-P1-K1-G9 

BLASTN 

g4691223 

315 

l.Oe-177 

335 

99 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAG clone F4F15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142697 

LIB3168-017-P1-K1-H1 

BLASTN 

g4585890 

401 

O.Oe+00 

421 

99 

Arabidopsis thaliana chromosome II BAG T3G21 genomic 
sequence, complete sequence 

142698 

LIB3168-017-P1-K1-H10 

BLASTX 

gll2681 

253 

7.0e-22 

50 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93__ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142699 

LIB3168-017-P1-K1-H11 

BLASTX 

gl628583 

582 

2.0e-60 

116 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142700 

LIB3168-017-P1-K1-HI2 

BLASTX 

g4539316 

559 

l.Oe-57 

115 

100 

(AL035679) putative f ructose-bisphosphate aldolase 
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Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
142701 

LIB3168-017-P1-K1-H2 

BLASTX 

gll07501 

397 

l.Oe-38 

99 

81 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene, [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142702 

LIB3168-017-P1-K1-H3 

BLASTN 

g511598 

372 

O.Oe+00 

380 

30 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

142703 

LIB3168-017-P1-K1-H4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142704 

LIB3168-017-P1-K1-H5 

BLASTX 

gll2682 

648 

5.0e-68 

142 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142705 

LIB3168-017-P1-K1-H6 

BLASTX 

g2842424 

511 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-52 

141 
64 

(AJ223948) 



RNA helicase [Homo sapiens] 



142706 

LIB3168-017-P1-K1-H7 

BLASTX 

gl628583 

621 

6.0e-65 

126 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142707 

LIB3168-017-P1-K1-H8 

BLASTX 

gl628583 

345 

l.Oe-32 

86 

78 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142708 

LIB3168-017-P1-K1-H9 

BLASTN 

g3063690 

287 

l.Oe-160 

412 

99 

Arabidopsis thaliana 
{ESSAII project) 



DNA chromosome 4, BAC clone F4D11 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



142709 

LIB3168-018-P1-K1-A1 

BLASTN 

gl628582 

50 

9.0e-20 

74 

92 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 

142710 

LIB3168-018-P1-K1-A10 

BLASTN 

g4199934 

216 

l.Oe-118 
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II 



Match length 

% identity 

NCBI Description 



276 
95 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


142711 


Seq. ID 


LIB3168-018-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2252472 


BLAST score 


449 


E value 


9.0e-45 


Match length 


115 


% identity 


'*7 "i 

11 


NCBI Description 


{Z97558) argininosuccinatt 


Seq. No. 


142712 


Seq. ID 


LIB3168-018-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2252471 


BLAST score 


164 


E value 


4.0e-87 


Match length 


216 


% identity 


94 


NCBI Description 


Arabidopsis thaliana mRNA 


Seq. No. 


142713 


Seq. ID 


LIB3168-018-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


444 


E value 


3.0e-44 


Match length 


112 


% identity 


78 


NCBI Description 


12S SEED STORAGE PROTEIN 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



CURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



142714 

LIB3168-018-P1-K1-A4 

BLASTN 

g2827513 

223 

l.Oe-122 

402 

94 

Arabidopsis thaliana 
{ESSAII project) 

142715 

LIB3168-018-P1-K1-A5 

BLASTN 

g4206762 

212 

l.Oe-115 
322 



DNA chromosome 4, BAC clone F8F16 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



94 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

142716 

LIB3168-018-P1-K1-A6 

BLASTX 

gl628583 

599 

2.0e-62 

119 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142717 

LIB3168-018-P1-K1-A7 

BLASTX 

gl628583 

220 

2.0e-18 

70 

71 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142718 

LIB3168-018-P1-K1-A8 

BLASTX 

gl628583 

511 

3.0e-52 

98 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142719 

LIB3168-018-P1-K1-A9 

BLASTX 

g4204298 

449 

7.0e-45 

107 
82 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142720 

LIB3168-018-P1-K1-B1 

BLASTX 

gl628583 

458 

8.0e-46 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142721 

LIB3168-018-P1-K1-B10 

BLASTX 

gl 628 583 

619 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq* No. 


142722 


Seq, ID 


LIB3168-018-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl402914 


BLAST score 


93 


E value 


5.0e-34 


Match length 


105 


% identity 


77 


NCBI Description 


{X98318) peroxidase [Arabidopsis thaliana] 


Seq. No. 


142723 


Seq. ID 


LIB3168-018-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gll2743 


BLAST score 


610 


E value 


l.Oe-63 


Match length 


137 


% identity 


84 


NCBI Description 


2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ {AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142724 

LIB3168-018-P1-K1-B2 

BLASTX 

gll2737 

374 

4.0e-36 

104 

71 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__3952Q4_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490710_emb_CAB38844.1_ (AL035680) 
precursor [Arabidopsis thaliana] 



142725 

LIB3168-018-P1-K1-B3 
BLASTX 
gll2741 
619 

l.Oe-64 
117 
98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



NWMU1-2S albumin 1 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142726 

LIB3168-018-P1-K1-B4 

BLASTX 

gll2681 

707 

5,0e-75 

137 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



142727 

LIB3168-018-P1-K1-B5 

BLASTN 

gl448916 

323 

O.Oe+00 

367 

97 

Arabidopsis thaliana threonine synthase mRNA, 3' 



end of cds 



142728 

LIB3168-018-P1-K1-B6 

BLASTX 

gll2682 

550 

l.Oe-56 

116 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S0851G 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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C « "Kin 

beq. No. 




oeq. lu 




Lnoci 


DT TV qrpY 


NCBI GI 


g4510345 


BLAST score 


451 


E value 


c /I c; 

0 . ue-40 


Match length 


Q 0 


% identity 


iUU 


iNUdx uescnption 


(AC006921) unknown protein [Arabidopsis thaliana] 


beq. No. 


14z /oU 


oeq, -LU 


ijlDJlDO Ulo r 1 r\.l xS:? 




DLiilO 1 A 




gioZoDo J 


jDijrio i score 


/I £^1 

4 ol 


E value 


3.0e-46 


Match length 


122 


% identity 


/ D 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




tnaiianaj >gi Zo4z4yo emD LAAiboyz (ALUzi/4y) izs 




cruciferin seed storage protein [Arabidopsis thalia.na] 


Seq. No. 


142731 


Seq. ID 


LIBJloo-Olb-Pl-Kl-Cl 


Metnoa 


BLASTa 


NCBI GI 


gllzoaz 


riijAbi score 


7 Q C 


E value 


J . ue— / 0 


Match length 


1/10 

14z 


% identity 


98 ^ 


NCBI Description 


12s SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 




cruciferin precursor (CRB) — Arabidopsis thaliana 




>gi Iodd/o (Mo/24o) IzS storage protein CRB [Arabiaopsis 




thaliana] >gi 808937 emb CAA32494 (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


142732 


beq. ID 


lilbJl DO Ulo — Fl— L-IU 


Method 


"DT TV C "PV 




gi DZo OOJ 


iDiiiib i score 


o by 


E value 


3.0e-41 


Match length 


122 


% identity 


74 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_28424 95_einb__CAA16892_ (AL02174 9) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


142733 


beq. lu 


Llnolbo — Ulo — Fl— Jxl-Oll 


Metnoa 


BLASTX 






BLAST score 


189 


E value 


l.Oe-14 


Match length 


49 


% identity 


78 


NCBI Description 


(066916) 12S cruciferin seed storage protein [Arabidopsis 



17534 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142734 

LIB3168-018-P1-K1-C2 

BLASTX 

gl628583 

706 

7.0e-75 

137 

98 

([J66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142735 

LIB3168-018-P1-K1-C3 

BLASTX 

gll2741 

51 

7.0e-67 

132 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142736 

LIB3168-018-P1-K1-C5 

BLASTX 

gll2741 

665 

5.0e-70 

128 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855__pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142737 

LIB3168-018-P1-K1-C8 

BLASTX 

gll9350 

638 

6.0e-67 

130 
96 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608__pir JQ1187 



17535 



II 



phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_eirib_CAA41114_ (X581P7) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142738 

LIB3168-018-P1-K1-C9 

BLASTX 

g4191791 

570 

6.0e-59 

126 

80 

{AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142739 

LIB3168-018-P1-K1-D1 

BLASTX 

gll2682 

583 

2.0e-60 

136 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir SOS 510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142740 

LIB3168-018-P1-K1-D10 

BLASTX 

gl628583 

581 

2.0e-60 

115 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142741 

LIB3168-018-P1-K1-D11 

BLASTX 

gl628583 

546 

4.0e-56 

136 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



142742 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-018-P1-K1-D2 

BLASTX 

gll2681 

739 

l.Oe-78 

140 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_j)ir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



142743 

LIB3168-018-P1-K1-D3 

BLASTX 

gll2682 

692 

3.0e-73 

139 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142744 

LIB3168-018-P1-K1-D4 

BLASTX 

g2851455 

220 

6.0e-18 

52 
88 

DYNAMIN-LIKE PROTEIN >gi_2267213 (L36939) dynamin-lilce GTP 
binding protein [Arabidopsis thaliana] 

142745 

LIB3168-018-P1-K1-D6 

BLASTX 

gl628583 

638 

6.0e-67 

133 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142746 

LIB3168-018-P1-K1-D8 

BLASTX 

g4204299 

598 

3.0e-62 
135 
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% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142747 

LIB3168-018-P1-K1-D9 

BLASTX 

gl628583 

639 

4.0e-67 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142748 

LIB3168-018-P1-K1-E1 

BLASTX 

gl628583 

230 

7.0e-38 

106 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142749 

LIB3168-018-P1-K1-E10 

BLASTX 

gll2681 

601 

l.Oe-62 

120 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142750 

LIB3168-018-P1-K1-E11 

BLASTX 

gll5783 

571 

5.0e-59 

107 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 



142751 

LIB3168-018-P1-K1-E12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gll5767 

232 

2.0e-19 

87 

59 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

142752 

LIB3168-018-P1-K1-E2 

BLASTX 

gll2741 

711 

2.0e-75 

133 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albiomin 3 
precursor [Arabidopsis thaliana] 

142753 

LIB3168-018-P1-K1-E3 

BLASTN 

g2351071 

390 

O.Oe+00 

417 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

142754 

LIB3168-018-P1-K1-E4 

BLASTX 

gll2682 

574 

2.0e-59 

125 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir 308510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142755 

LIB3168-018-P1-K1-E5 
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Method 


II 

BLASTX 


NCBI GI 


gl628583 


BLAST score 


620 


E value 


8.0e-65 


Match length 


120 


% identity 


99 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142756 

LIB3168-018-P1-K1-E6 

BLASTX 

gl628583 

706 

8.0e-75 

138 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142757 

LIB3168-018-P1-K1-E7 

BLASTX 

gll2682 

652 

l.Oe-68 

136 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142758 

LIB3168-018-P1-K1-E8 

BLASTX 

gll2682 

526 

7.0e-54 

113 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor [CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142759 

LIB3168-018-P1-K1-E9 

BLASTX 

gll2681 

628 

8.0e-66 
123 
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II 



% identity 

NCBI Description 



96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No- 


142760 


Seq. ID 


T TOOT m O nl T/"\ TTl 

LIBJlbo-Ulo-Fl-Kl-iJ 1 


Method 


BLASTX 


NCBI GI 


gl255951 


oijAbi score 


o / b 


E value 


o ri/-v 

o . ue-^0 


Match length 


O fi 


% identity 


78 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


142761 


Seq. ID 


LIB3168-018-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g4757392 


BLAST score 


331 


E value 


O.Oe+00 


Match length 


377 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K14A17, complete sequence 


Seq. No. 


142762 


Seq. ID 


LIB3168-018-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


524 


E value 


l.Oe-53 


Match length 


129 


% identity 


79 



chromosome 3, TAC clone: 



NCBI Description 



2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142763 

LIB3168-018-P1-K1-F2 

BLASTX 

g3249096 

516 

l.Oe-52 

120 

88 

(AC003114) Match to mRNA for importin alpha-like protein 4 
{impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142764 

LIB3168-018-P1-K1-F4 

BLASTX 

gll2682 

602 

l.Oe-62 

135 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir ^308510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142765 

LIB3168-018-P1-K1-F5 

BLASTX 

gll2682 

436 

2.0e-43 

110 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO8510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 128 seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142766 

LIB3168-018-P1-K1-F6 

BLASTX 

g418908 

218 

l.Oe-17 

131 
37 

vicilin precursor - cacao 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142767 

LIB3168-018-P1-K1-F7 

BLASTX 

g2501064 

562 

5.0e-58 

136 

81 

PROBABLE THREONYL-TRNA SYNTHETASE, CYTOPLASMIC 
(THREONINE— TRNA LIGASE) (THRRS) >gi_2191162 (AF007270) 
Similar to threonyl-tRNA synthetase; coded for by A, 
thaliana cDNA R65376 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142768 

LIB3168-018-P1-K1-F8 

BLASTX 

gll2682 

578 

6.0e-60 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

124 
88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142769 

LIB3168-018-P1-K1-F9 

BLASTX 

gll2682 

576 

l.Oe-59 

120 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CEIB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142770 

LIB3168-018-P1-K1-G10 

BLASTN 

g4510392 

122 

3.0e-62 

282 

92 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

142771 

LIB3168-018-P1-K1-G11 

BLASTN 

g2618677 

152 

4.0e-80 

228 

92 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



142772 

LIB3168-018-P1-K1-G2 

BLASTX 

g4204298 

556 

3.0e-57 

126 

86 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142773 

LIB3168-018-P1-K1-G3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl628583 

617 

2.0e-64 

127 

94 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142774 

LIB3168-018-P1-K1-G4 

BLASTX 

gll2743 

628 

l.Oe-65 

132 

89 

2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir ^NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142775 

LIB3168-018-P1-K1-G5 

BLASTX 

g4204298 

324 

3.0e-30 

86 

74 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142776 

LIB3168-018-P1-K1-G6 

BLASTX 

gll2681 

569 

8,0e-59 

133 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142777 

LIB3168-018-P1-K1-G7 

BLASTN 

g3985955 

307 

l.Oe-172 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

360 
99 

Arabidopsis thaliana genomic DNA, chromosome 5^ PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

142778 

LIB3168-018-P1-K1-G8 

BLASTN 

g3985955 

207 

l,0e-113 

306 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142779 

LIB3168-018-P1-K1-G9 

BLASTX 

gll2737 

524 

2.0e-53 

134 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142780 

LIB3168-018-P1-K1-H1 

BLASTX 

gl628583 

717 

4.0e-76 

140 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142781 

LIB3168-018-P1-K1-H12 

BLASTX 

gll2681 

482 

l.Oe-48 

115 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142782 

LIB3168-018-P1-K1-H2 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142783 

LIB3168-018-P1-K1-H4 

BLASTX 

gl628583 

593 

l.Oe-61 

120 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142784 

LIB3168-018-P1-K1-H6 

BLASTX 

gl628583 

631 

4.0e-66 

124 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 



142785 

LIB3168-018-P1-K1-H7 

BLASTX 

gll2739 

310 

l.Oe-28 

103 

63 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68854__pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24 745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ {AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142786 

LIB3168-018-P1-K1-H8 

BLASTX 

gll2739 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

3.0e-26 

109 

63 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
{Z24745) 23 albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142787 

LIB3168-018-P1-K1-H9 

BLASTX 

g2832620 

483 

l.Oe-48 

125 

71 

{AL021711) hypothetical protein [Arabidopsis thaliana] 
142788 

LIB3168-019-P1-K1-A1 

BLASTX 

gl628583 

619 

l.Oe-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142789 

LIB3168-019-P1-K1-A10 

BLASTX 

gl628583 

695 

l.Oe-73 

137 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142790 

LIB3168-019-P1-K1-A11 

BLASTX 

gll4532 

550 

l.Oe-56 

119 
95 

ATP SYNTHASE ALPHA CHAIN >gi_67824_pir PWNTA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_11769_emb_CAA23471_ (V00162) 
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alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA77341_ {Z00044) ATPase alpha subunit 

[Nicotiana tabaciom] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142791 

LIB3168-019-Pl-Kl-Ai2 

BLASTX 

gll2737 

540 

2.0e-55 

131 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087Q_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142792 

LIB3168-019-P1-K1-A2 

BLASTX 

gll2737 

490 

2.0e-49 

119 
81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albiomin 1 
precursor [Arabidopsis thaliana] 

142793 

LIB3168-019-P1-K1-A4 

BLASTX 

gl628583 

560 

9.0e-58 

139 

79 

{U66916) 123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142794 

LIB3168-019-P1-K1-A6 

BLASTN 

g4079614 

48 

l.Oe-18 

52 
98 
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NCBI Description Arabidopsis thaliana chromosome I BAG F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



142795 

LIB3168-019-P1-K1-A9 

BLASTN 

g2864607 

241 

l.Oe-133 

383 

92 

Arabidopsis thaliana DNA chromosome 4, BAG clone F10M6 
(ESSAII project) 

142796 

LIB3168-019-P1-K1-B1 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142797 

LIB3168-019-P1-K1-B12 

BLASTN 

g3335170 

110 

3.0e-55 

190 

99 

Arabidopsis thaliana embryo-specific protein 3 
complete cds 



{ATS3) gene. 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142798 

LIB3168-019-P1-K1-B2 

BLASTX 

gl628583 

294 

8,0e-27 

64 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142799 

LIB3168-019-P1-K1-B4 

BLASTN 

gl6236 

109 

l.Oe-54 

145 

94 
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NCBI Description Arabidopsis CRB gene for 12S seed storage protein 

>gi__166677_gb_M37248_ATHCRBAA A.thaliana 12S storage 
protein CRAl gene, exons 1-4 



Seq. No. 


142800 


Seq. ID 


LIB3168-019-P1-K1-C1 


Method 


oLAb i A 


NCBI GI 


g4zu4zyy 


BLAST score 


/" o ri 

629 


E value 


o . Ue-bo 


Match length 


142 


% identity 


88 


NCBI Description 


(ACUU^Uii/) Xcl prt seq No aetxmtion line rouna 




[Arabidopsis thaliana] 


Seq. No. 


142801 


Seq. ID 


LIBJloo-Oly-Pl-Kl-ClU 


Method 


BLASTX 


NCBI GI 


g2244897 


BLAST score 


307 


E value 


4.0e-28 


Match length 


134 


% identity 


52 


NCBI Description 


(Z97338) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


142802 


Seq. ID 


LIB3168-019-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


310 


E value 


7 . Oe-50 


Match length 


131 


% identity 


73 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 




cruciferin precursor (CRB) - Arabidopsis thaliana 




>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 




thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


142803 


Seq. ID 


LIB3168-019-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


542 


E value 


l.Oe-55 


Match length 


136 


% identity 


78 



NCBI Description 60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_einb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinxim] 



Seq. No. 142804 

Seq. ID LIB3168-019-P1-K1-C9 

Method BLASTX 

NCBI GI gl628583 

BLAST score 625 



17550 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142805 

LIB3168-019-P1-K1-D1 

BLASTN 

gl628582 

55 

3.0e-22 

210 

42 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142806 

LIB3168-019-P1-K1-D10 

BLASTX 

gl628583 

496 

7.0e-64 

137 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142807 

LIB3168-019-P1-K1-D11 

BLASTN 

g2842474 

50 

2.0e-19 

86 

90 

Arabidopsis thaliana DNA^ chromosome 4, BAC clone F20O9 
(ESSAII project) 

142808 

LIB3168-019-P1-K1-D2 

BLASTN 

g3212846 

392 

O.Oe+00 

392 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142809 

LIB3168-019-P1-K1-D4 

BLASTX 

gl628583 

625 



17551 



E value 
Match length 
% identity 
NCBI Description 



II 



2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142810 

LIB3168-019-P1-K1-D5 

BLASTX 

gl628583 

188 

l.Oe-14 

61 

61 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142811 

LIB3168-019-P1-K1-E1 

BLASTX 

gl628583 

413 

l.Oe-40 

99 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142812 

LIB3168-019-P1-K1-E10 
BLASTX 

gl628583 , 
681 

6.0e-72 

131 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142813 

LIB3168-019-P1-K1-E11 

BLASTX 

gl628583 

246 

4.0e-21 

72 

67 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb__CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142814 

LIB3168-019-P1-K1-E2 



17552 



Method 


II 

BLASTX 


NCBI GI 


gl628583 


BLAST score 


329 


E value 


l.Oe-30 


Match length 


83 


% identity 


77 


NCBI Description 


(U66916) 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142815 

LIB3168-019-P1-K1-E3 

BLASTX 

gll2681 

304 

6.0e-28 

92 

66 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142816 

LIB3168-019-P1-K1-E4 

BLASTX 

gl628583 

696 

l.Oe-73 

137 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142817 

LIB3168-019-P1-K1-E5 

BLASTX 

gl628583 

523 

l.Oe-53 

103 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142818 

LIB3168-019-P1-K1-E7 

BLASTX 

gl628583 

718 

3.0e-76 

136 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17553 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_emb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142819 

LIB3168-019-P1-K1-E9 

BLASTX 

gll2681 

549 

2.0e-56 

129 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142820 

LIB3168-019-P1-K1-F1 

BLASTX 

gll2681 

596 

6.0e-62 

138 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93__ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142821 

LIB3168-019-P1-K1-F10 

BLASTX 

gll2681 

536 

6.0e-55 

139 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_erab_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142822 

LIB3168-019-P1-K1-F11 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17554 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142823 

LIB3168-019-P1-K1-F12 

BLASTX 

gl628583 

629 

7.0e-66 

125 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142824 

LIB3168-019-P1-K1-F2 

BLASTN 

g3868722 

393 

O.Oe+00 

409 

99 

Arabidopsis thaliana BAC T19G15, from chromosome V 
60.5 cM, complete sequence [Arabidopsis thaliana] 



near 



142825 

LIB3168-019-P1-K1-F3 

BLASTX 

gl628583 

634 

2.0e-66 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142826 

LIB3168-019-P1-K1-F5 

BLASTX 

gl628583 

625 

2,0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142827 

LIB3168-019-P1-K1-F6 

BLASTX 

gl628583 

455 

l,0e-45 

92 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 



17555 



cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142828 

LIB3168-019-P1-K1-F9 

BLASTX 

gl628583 

597 

4.0e-62 

114 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142829 

LIB3168-019-P1-K1-G1 

BLASTN 

g4691223 

394 

O.Oe+00 

409 

99 

Arabidopsis thaiiana DNA chromosome 3, 
{ESSA project) 



BAG clone F4F15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142830 

LIB3168-019-P1-K1-G10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142831 

LIB3168-019-P1-K1-G11 

BLASTX 

gl628583 

187 

l.Oe-14 

65 

65 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaiiana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142832 

LIB3168-019-P1-K1-G2 

BLASTX 

g3075399 

207 

2,0e-16 

83 

49 



17556 



II 



NCBI Description (AC004484) SF16-like protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142833 

LIB3168-019-P1-K1-G8 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142834 

LIB3168-019-P1-K1-G9 

BLASTX 

gll70939 

570 

6.0e-59 

114 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142835 

LIB3168-019-P1-K1-H1 

BLASTX 

gl628583 

248 

4.0e-21 

76 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142836 

LIB3168-Q19-P1-K1-H11 

BLASTX 

gll2737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



17557 



o©CJ. INO . 


1 A 9fl 7 




fift-OI Q-P1 -K1 -HI ? 




DJurio i A 


NCBI GI 


g2252841 


BLAST score 


501 


III VaXUe 




Ma.tch. length 




% identity 


Q /I 




\jrt.r U X O -7 O ; vi\J Ut; X XliX L Xi^ii XXlic XULLXitJ. LriX clUXtJ.(J^o X o OilclXXctiict J 


be<5* NO. 


1 >1 O Q "5 Q 
14ZO Jo 




JLiXIjOXOO UX^ it X I\X Ilri 


T\4o "f" 1^ ^ 


RT a^jTY 

OXLTlO 1 A. 




yxozoo 0 o 


rJixfio i scoire 


Ox / 


E value 


2.0e-64 


Match length 


120 


% identity 




NCBI Description 


vuboyio; i^cb crucirerin seea storage prorem [■"■-'-^oiaopsis 




unaiianaj -^gi zo4Z4yo eitiD OiAiooyz V'"^J-j^^ J- / 4 !?/ x<i.b 




v_>X LlO-L X ^X -Lli OCtrU. OUv^Xd^C^ ^XkJL-C^Xli [^i~lX dJt^X I^^^^O J- O UiiClX XcLilCL J 


beg, NO. 




oeq. ijj 


ItlDolOo U 1 y ir 1 JaX no 


lYlcT-IiOU. 


RT aciTY 


UpQT CT 
WL/Ol 


^oopp c:p9 
g^i J 0 o o o z 


BLAST score 


133 


E value 


4.0e-20 


Matcn lengtn 




^ Identity 


y 0 


NCBI Description 


(ACUUUUyo) Contains similarity to Rattus O-blcNAc 




transferase (gb U7 6557) . [Arabidopsis thaliana] 


beq. NO. 


14^0 4U 


beg. lu 


IjXd JlDO UXy JrX — J\X — no 




RT a QTV 




^ X X4£. / .J / 


BLAST score 


394 


E value 


2.0e-38 


Match length 


104 


% identity 


75 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142841 

LIB3168-019-P1-K1-H9 

BLASTX 

gll2681 

549 

2,0e-56 

129 

83 



1-7558 




NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir 808509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142842 

LIB3168-020-P1-K1-A2 

BLASTX 

gll70939 

529 

4.0e-54 

111 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142843 

LIB3168-020-P1-K1-A3 

BLASTX 

gl628583 

325 

l.Oe-30 

72 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142844 

LIB3168-020-P1-K1-A4 

BLASTX 

g4056467 

662 

l.Oe-69 

128 

99 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA38 9822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F14256 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142845 

LIB3168-020-P1-K1-A5 

BLASTX 

gl628583 

322 

8.0e-30 

60 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17559 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142846 

LIB3168-020-P1-K1-A6 

BLASTX 

g3334128 

535 

8.0e-55 

113 

99 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142847 

LIB3168-020-P1-K1-A7 

BLASTX 

gll2737 

446 

2.0e-44 

112 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142848 

LIB3168-020-P1-K1-A8 

BLASTN 

g4217996 

219 

l.Oe-120 
390 

100 " 

Arabidopsis thaliana chromosome II BAG F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



142849 

LIB3168-020-P1-K1-B1 

BLASTN 

g4581138 

426 

O.Oe+00 

441 

99 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 

142850 

LIB3168-020-P1-K1-B10 

BLASTX 

gll2682 

537 



17560 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-55 

116 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142851 

LIB3168-020-P1-K1-B11 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

'(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.H% identity 
NCBI Description 



142852 

LIB3168-020-P1-K1-B12 

BLASTX 

gll2681 

200 

6.0e-30 

107 
73 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142853 

LIB3168-020-P1-K1-B2 

BLASTX 

gl653767 

286 

l.Oe-25 

133 
42 

{D90916) oligopeptidase A 



[Synechocystis sp.] 



142854 

LIB3168-G20-P1-K1-B3 

BLASTX 

g4678333 

602 

9.0e-63 

125 

92 

(AL04 9658) H-i— transporting ATPase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



142855 

LIB3168-020-P1-K1-B5 



17561 



Method 


IP 

BLASTX 


NCBI GI 


glD2o5o3 


BLAST score 


c c 


E value 


2 , Oe-58 






% identity 


79 


NCBI Description 


(U66916) 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142856 

LIB3168-020-P1-K1-B6 

BLASTX 

g3169569 

519 

6.0e-53 

105 

100 

(AF062589 
thaliana] 



3-keto-acyl-CoA thiolase 2 [Arabidopsis 
>gi 3220237 (AF062591) peroxisomal 



3-keto-acyl-CoA thiolase 2 precursor [Arabidopsis thaliana] 
142857 

LIB3168-020-P1-K1-B7 

BLASTX 

gl628583 

674 

4.0e-71 

144 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142858 

LIB3168-020-P1-K1-B8 

BLASTX 

g2833389 

169 

2,0e-12 

38 

84 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_emb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 

142859 

LIB3168-020-P1-K1-B9 

BLASTX 

gl628583 

378 

6.0e-37 

73 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17562 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142860 

LIB3168-020-P1-K1-C1 

BLASTX 

gl628583 

388 

l.Oe-37 

72 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142861 

LIB3168-020-P1-K1-C10 

BLASTX 

gll2681 

730 

l.Oe-77 

141 
97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142862 

LIB3168-020-P1-K1-C11 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142863 

LIB3168-020-P1-K1-C4 

BLASTN 

g4159702 

323 

O.Oe+00 

412 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2N11, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142864 

LIB3168-020-P1-K1-C5 

BLASTX 

gll2681 

718 

3.0e-76 
140 



17563 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142865 

LIB3168-020-P1-K1-C6 

BLASTX 

gll2682 

583 

2.0e-60 

136 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142866 

LIB3168-020-P1-K1-C8 

BLASTX 

g4263771 

318 

2.0e-29 

82 
70 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transfer protein precursor [Arabidopsis 
thaliana] 

142867 

LIB3168-020-P1-K1-C9 

BLASTX 

gll2681 

614 

5.0e-64 

141 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142868 

LIB3168-020-P1-K1-D1 

BLASTX 

gl628583 

625 

2.0e-65 

123 

98 



17564 



li 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142869 

LIB3168-020-P1-K1-D10 

BLASTX 

gl628583 

688 

9.0e-73 

134 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142870 

LIB3168-020-P1-K1-D2 

BLASTX 

gl628583 

334 

3.0e-31 

62 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142871 

LIB3168-020-P1-K1-D3 

BLASTX 

g4220476 

498 

2.0e-50 

108 
95 

{AC006069) ribophorin I-like protein [Arabidopsis thaliana] 
142872 

LIB3168-020-P1-K1-D4 

BLASTX 

g2062167 

293 

2.0e-26 

74 

73 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142873 

LIB3168-020-P1-K1-D5 

BLASTX 

gll2681 

533 

l.Oe-54 

141 

79 



17565 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142874 

LIB3168-020-P1-K1-D6 

BLASTX 

gl6245 

173 

2.0e-12 

49 
78 

{X51514) precursor acetolactate synthase 
[Arabidopsis thaliana] 

142875 

LIB3168-020-P1-K1-D7 

BLASTX 

g2315135 

296 

5.0e-33 

81 

90 

(AB003522) 
thaliana] 



(670 AA) 



beta subunit of coupling factor one [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142876 

LIB3168-020-P1-K1-D8 

BLASTX 

gl628583 

562 

6.0€-58 

142 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142877 

LIB3168-020-P1-K1-D9 

BLASTX 

gll2681 

628 

l.Oe-65 

127 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis- 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142878 

LIB3168-020-P1-K1-E1 
BLASTX 



17566 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66570 
198 

3.0e-15 

97 

44 

(L04173) glycine rich protein [Arabidopsis thaliana] 
142879 

LIB3168-020-P1-K1-E10 

BLASTX 

gl31336 

261 

l.Oe-22 

58 

90 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 
>gi_225225_prf_1211235BG photosystem II lOkD 
phosphoprotein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142880 

LIB3168-020-P1-K1-E11 

BLASTN 

gl2283 

39 

6.0e-13 

55 

93 

Spinach plastid psbB operon with genes for 10 kD 
phosphoprotein associated with photosystem II (psbH), 
apocytochrome b6 and subunit 4 (petD) of cytochrome b6f 
complex 

142881 

LIB3168-020-P1-K1-E2 

BLASTX 

g3150404 

166 

2.0e-ll 

54 
70 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142882 

LIB3168-020-P1-K1-E3 

BLASTX 

gl628583 

581 

3.0e-60 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17567 



CI 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142883 

LIB3168-020-P1-K1-E4 

BLASTX 

gl708025 

582 

2.0e-60 

136 

85 

GLYCEROL- 3 -PHOSPHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase {NAD+) [Cuphea lanceolata] 



142884 

LIB3168-020-P1-K1-E5 
BLASTX 
gll2737 
566 

2.0e-58 
136 
81 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142885 

LIB3168-020-P1-K1-E6 

BLASTX 

gll2681 

527 

7,0e-54 

126 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142886 

LIB3168-020-P1-K1-E7 

BLASTX 

gll2681 

621 

7.0e-65 

141 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



17568 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142887 

LIB3168-020-P1-K1-E8 

BLASTX 

gl628583 

693 

2.0e-73 

136 
97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142888 

LIB3168-020-P1-K1-E9 

BLASTX 

gll2737 

552 

8.0e-57 

135 

79 

23 SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albiomin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 


142889 


Seq. ID 


LIB3168-020-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3413701 


BLAST score 


123 


E value 


l.Oe-06 


Match length 


78 


% identity 


19 


NCBI Description 


(AC004747) hypothetical 


Seq. No. 


142890 


Seq. ID 


LIB3168-020-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 12S cruciferin 



Bd storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142891 

LIB3168-020-P1-K1-F3 

BLASTX 

gl628583 

484 

5,0e-49 
103 



17569 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142892 

LIB3168-020-P1-K1-F4 

BLASTX 

gl628583 

363 

4.0e-35 

75 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142893 

LIB3168-020-P1-K1-F5 

BLASTX 

gl628583 

624 

2.0e-65 

121 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ernb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142894 

LIB3168-020-P1-K1-F6 

BLASTX 

gll2681 

611 

l.Oe-63 

139 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



142895 

LIB3168-020-P1-K1-F7 

BLASTN 

g4388714 

150 

l,0e-78 

428 

88 

Arabidopsis thaliana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142896 

LIB3168-020-P1-K1-F8 
BLASTN 



17570 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2760168 
244 

l.Oe-135 

384 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142897 

LIB3168-020-P1-K1-F9 

BLASTX 

gll5767 

622 

5.0e-65 

118 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142898 

LIB3168-020-P1-K1-G1 

BLASTN 

g2264311 

70 

6.0e-31 

183 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142899 

LIB3168-020-P1-K1-G10 

BLASTX 

gl628583 

112 

8.0e-31 

98 
77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142900 

LIB3168-020-P1-K1-G11 

BLASTX 

gll2743 

395 

l.Oe-41 

98 
87 

2S SEED STORAGE PROTEIN 



4 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi_68856_pir NWMU4 28 albumin 4 precursor 



17571 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_l 66617 (M22033) albumin 23 subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4 4 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

142901 

LIB3168-020-P1-K1-G12 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142902 

LIB3168-020-P1-K1-G2 

BLASTX 

gll2739 

414 

l.Oe-40 

122 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

142903 

LIB3168-020-P1-K1-G3 

BLASTX 

gl628583 

620 

8.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142904 

LIB3168-020-P1-K1-G4 

BLASTX 

gll2682 

556 

3.0e-57 

131 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



17572 



II 



thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142905 

LIB3168-020-P1-K1-G6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142906 

LIB3168-020-P1-K1-G7 

BLASTX 

gl628583 

564 

3.0e-58 

140 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142907 

LIB3168-020-P1-K1-G8 

BLASTX 

g625977 

618 

l.Oe-64 

121 
99 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
{U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

142908 

LIB3168-020-P1-K1-G9 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142909 

LIB3168-020-P1-K1-H1 

BLASTN 

g4757401 

205 

l.Oe-111 



17573 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



416 
98 

Arabidopsis thaliana genomic DNA, 
MGH6, complete sequence 



chromosome 3, PI clone: 



142910 

LIB3168-020-P1-K1-H10 

BLASTX 

gl628583 

331 

5.0e-31 

69 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142911 

LIB3168-020-P1-K1-H11 

BLASTN 

gl628582 

67 

2.0e-29 

191 

84 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 

142912 

LIB3168-020-P1-K1-H12 

BLASTX 

gll2737 

533 

l.Oe-54 

115 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8 0870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL03568G) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142913 

LIB3168-020-P1-K1-H2 

BLASTX 

g418908 

182 

2.0e-13 

75 
44 

vicilin precursor - cacao 
142914 

LIB3168-020-P1-K1-H4 
BLASTX 



17574 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
609 

2.0e-63 

140 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No- 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengt^ 

% identity 

NCBI Description 



142915 

LIB3168-020-P1-K1-H5 

BLASTX 

gl628583 

509 

6.0e-52 

99 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142916 

LIB3168-020-P1-K1-H6 

BLASTX 

gl628583 

621 

6.0e-65 

136 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142917 

LIB3168-020-P1-K1-H7 

BLASTX 

gll2681 

417 

4.0e-41 

111 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_eitib__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No, 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142918 

LIB3168-020-P1-K1-H8 

BLASTX 

g2245029 

159 

2.0e-20 

64 

82 



17575 



NCBI Description (Z97341) limonene cyclase homolog [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142919 

LIB3168-020-P1-K1-H9 

BLASTX 

gll2682 

678 

l.Oe-71 

140 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142920 

LIB3168-021-P1-K1-A1 

BLASTX 

gll2681 

544 

6.0e-56 

126 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142921 

LIB3168-021-P1-K1-A10 

BLASTN 

g2351062 

199 

l.Oe-108 

411 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

142922 

LIB3168-021-P1-K1-A11 

BLASTX 

gll2682 

559 

l.Oe-57 

132 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142923 

LIB3168-021-P1-K1-A12 



17576 





in 

BLASTX 


IN V_/ X \D A. 


al628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 



thaliana] >gi_28424 95_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142924 

LIB3168-021-P1-K1-A2 

BLASTX 

gll2681 

556 

3.0e-57 

135 

82 

123 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142925 

LIB3168-021-P1-K1-A3 

BLASTX 

gl628583 

625 

2.ae-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eiab_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142926 


Seq. ID 


LIB3168-021-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4567249 


BLAST score 


500 


E value 


l.Oe-50 


Match length 


109 


% identity 


86 


NCBI Description 


(AC007070) hypothetical 


Seq. No. 


142927 


Seq. ID 


LIB3168-021-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


672 


E value 


7.0e-71 


Match length 


133 


% identity 


100 


NCBI Description 


{U66916) 12S cruciferin 



ed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17577 



# 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142928 

LIB3168-021-P1-K1-A6 

BLASTN 

g2924257 

41 

l.Oe-13 

157 

89 

Tobacco chloroplast genome DNA 
142929 

LIB3168-021-P1-K1-A8 

BLASTX 

gll2681 

570 

6,0e-59 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142930 

LIB3168-021-P1-K1-B1 

BLASTX 

gl628583 

548 

2.0e-56 

138 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (7^021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


142931 


Seq. ID 


LIB3168-( 


Method 


BLASTX 


NCBI GI 


g21911 


BLAST score 


233 


E value 


2.0e-19 


Match length 


96 


% identity 


44 


NCBI Description 


{X62625) 


Seq, No, 


142932 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


703 


E value 


2.0e-74 


Match length 


134 


% identity 


99 


NCBI Description 


(U66916) 




thaliana 



021-Pl-Kl-BlO 



vicilin [Theobroma cacao] 



-Pl-Kl-Bll 



12S cruciferin seed storage protein [Arabidopsis 
>gi 2842495 eicib CAA16892 (AL021749) 12S 



17578 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142933 

LIB3168-021-P1-K1-B12 

BLASTX 

gll2681 

661 

l.Oe-69 

133 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 128 storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142934 

LIB3168-021-P1-K1-B2 

BLASTX 

gl628583 

407 

8.0e-40 

103 

80 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142935 

LIB3168-021-P1-K1-B3 

BLASTX 

gl628583 

404 

2.0e-39 

112 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142936 

LIB3168-021-P1-K1-B4 

BLASTX 

gll2681 

531 

2.0e-54 

138 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142937 

LIB3168-G21-P1-K1-B5 
BLASTX 



17579 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
276 

2.0e-33 

113 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142938 

LIB3168-021-P1-K1-B6 

BLASTX 

gl628583 

626 

2.0e-65 

125 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142939 

LIB3168-021-P1-K1-B7 

BLASTX 

gl628583 

611 

9.0e-64 

117 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142940 

LIB3168-021-P1-K1-B8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142941 

LIB3168-021-P1-K1-B9 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17580 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142942 

LIB3168-021-P1-K1-C1 

BLASTX 

gl628583 

619 

l.Oe-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142943 

LIB3168-021-P1-K1-C10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142944 

LIB3168-021-P1-K1-C11 

BLASTX 

gl628583 

658 

3.0e-69 

131 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ertib_CAA16892_ {AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142945 

LIB3168-021-P1-K1-C12 

BLASTX 

g2369714 

534 

l.Oe-54 

116 

91 

{Z97178) elongation factor 2 [Beta vulgaris] 
142946 

LIB3168-021-P1-K1-C2 

BLASTX 

gl628583 

545 

5.0e-56 

138 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17581 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142947 

LIB3168-021-P1-K1-C3 

BLASTX 

gll2739 

432 

9.0e-43 

124 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142948 

LIB3168-021-P1-K1-C5 

BLASTX 

gll2743 

500 

4.0e-58 

130 

76 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 {M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142949 

LIB3168-021-P1-K1-C6 

BLASTX 

g4586265 

238 

5.0e-20 

89 

52 

{AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142950 

LIB3168-021-P1-K1-C7 

BLASTN 

g4519183 

88 

7.0e-42 

120 

93 

Arabidopsis thaliana genomic DNA^ chromosome 5, TAC clone: 
K15C23, complete sequence 



Seq. No. 
Seq. ID 
Method 



142951 

LIB3168-021-P1-K1-C8 
BLASTX 



17582 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2190016 
302 

2.0e-27 

129 

43 

(AB004269) alliinase [Alliiam tuberosum] 
142952 

LIB3168-021-P1-K1-C9 

BLASTX 

gl628583 

568 

l.Oe-58 

136 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142953 

LIB3168-021-P1-K1-D1 

BLASTX 

gll2682 

635 

l.Oe-66 

137 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


142954 


Seq. ID 


LIB3168-021- 


Method 


BLASTX 


NCBI GI 


g3135013 


BLAST score 


154 


E value 


4.0e-10 


Match length 


116 


% identity 


36 


NCBI Description 


(AJ005963) 1 


Seq. No. 


142955 


Seq. ID 


LIB3168-021- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 12S 



-Dll 



kDa protein [Aj ellomyces capsulatus] 



-D12 



thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142956 

LIB3168-021-P1-K1-D2 



17583 



Method 


m 

BLASTX 


NCBI GI 


g4249382 


BLAST score 


484 


E value 


7.0e-49 


Match length 


113 


% identity 


78 


NCBI Description 


{AC005966 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 

142957 

LIB3168-021-P1-K1-D3 

BLASTX 

g4204299 

468 

6.0e-47 

92 
100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

142958 

LIB3168-021-P1-K1-D4 

BLASTX 

gl628583 

620 

8.0e-65 

134 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142959 

LIB3168-021-P1-K1-D5 

BLASTX 

gl628583 

700 

4.0e-74 

138 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142960 

LIB3168-021-P1-K1-D6 

BLASTX 

gl628583 

621 

6.0e-65 

120 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17584 



Seq* No. 




Seq* ID 


T TtaQi C.Q noi Di VI nQ 
LlrioiDO-UZI-r 1— J\l-Uo 


Method 




NCBI GI 


g3513294 


BLAST score 


327 


E value 


z • ue-ou 


Match length 


loo 


% identity 


49 


NCBI Description 




Seq, No. 


1429 


Seq. ID 


LlboX 00 UZl— rl~Jtvl— ilU 


Method 


BLASTN 


NCBI CjI 




BLAST score 


354 


E value 


O.Oe+00 


Match length 


411 


% identity 


Ok R 


NCBI Description 


Araoiaopsis tnaiiana uina cnromosoine 




(ESSA project) 


Seq. No. 


142960 


beq. lu 


T — 091 —PI -V\ —PI 1 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


506 


E value 


2.0e-51 


Match length 


136 



F14M19 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142964 

LIB3168-021-P1-K1-E12 

BLASTX 

g4249382 

483 

l.Oe-48 

111 

78 

{AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481, [Arabidopsis thaliana] 

142965 

LIB3168-021-P1-K1-E2 

BLASTX 

gll2682 

544 

7.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17585 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142966 

LIB3168-021-P1-K1-E3 

BLASTX 

gl628583 

703 

2,0e-74 

134 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142967 

LIB3168-021-P1-K1-E4 

BLASTX 

gll2737 

550 

l.Oe-56 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

142968 

LIB3168-021-P1-K1-E5 

BLASTX 

gll2682 

570 

6.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 [M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142969 

LIB3168-021-P1-K1-E6 

BLASTX 

gll2681 

592 

2.0e-61 

136 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SOS 50 9 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 



17586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142970 

LIB3168-021-P1-K1-E8 

BLASTX 

gl628583 

692 

3.0e-73 

132 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_erab_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142971 

LIB3168-021-P1-K1-F1 

BLASTN 

g3337347 

87 

2.0e-41 

91 

99 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142972 

LIB3168-021-P1-K1-F10 

BLASTX 

gl628583 

703 

2.0e-74 

135 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142973 

LIB3168-021-P1-K1-F11 

BLASTX 

gl628583 

^625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



142974 

LIB3168-021-P1-K1-F12 

BLASTX 

g3660471 

351 

3.0e-33 
64 



17587 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
siabunit [Arabidopsis thaliana] 

142975 

LIB3168-021-P1-K1-F2 

BLASTX 

gll2681 

725 

4.0e-77 

138 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 160 4_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142976 

LIB3168-021-P1-K1-F5 

BLASTX 

gl628583 

551 

l.Oe-56 

139 

78 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142977 

LIB3168-021-P1-K1-F6 

BLASTX 

gl345973 

313 

8.0e-29 

58 
100 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi__1197795_dbj__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

142978 

LIB3168-021-P1-K1-F7 

BLASTX 

gl628583 

599 

2.0e-62 

120 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17588 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142979 

LIB3168-021-P1-K1-F8 

BLASTX 

gll2681 

144 

5.0e-09 

123 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142980 

LIB3168-02i-Pl-Kl-F9 

BLASTX 

gll2682 

564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

142981 

LIB3168-021-P1-K1-G1 

BLASTN 

g4220637 

73 

8.0e-33 

340 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIEl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



142982 - 

LIB3168-021-P1-K1-G10 

BLASTX 

gl628583 

410 

2.0e-40 

89 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142983 

LIB3168-021-P1-K1-G11 
BLASTX 



17589 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2737 
540 

2.0e-55 

131 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



142984 

LIB3168-021-P1-K1-G12 

BLASTX 

gll2681 

586 

8.0e-61 

136 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi__816Q4_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

142985 

LIB3168-021-P1-K1-G2 

BLASTX 

gll2741 

749 

6.0e-80 

136 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855__pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

142986 

LIB3168-021-P1-K1-G4 

BLASTX 

gl628583 

395 

2.0e-38 

109 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

142987 

LIB3168-021-P1-K1-G5 



17590 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

730 

l.Oe-77 

140 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142988 

LIB3168-021-P1-K1-G6 

BLASTX 

g881615 

715 

6.0e-76 

138 

100 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

142989 

LIB3168-021-P1-K1-G7 

BLASTX 

gl628583 

620 

8.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142990 

LIB3168-021-P1-K1-G9 

BLASTX 

g4115935 

414 

l.Oe-40 

80 

100 

{AF118223) contains similarity to Helicobacter pylori 
peptide methionine sulfoxide reductase (msrA) (GB: AE000542) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142991 

LIB3168-021-P1-K1-H1 

BLASTX 

gl628583 

380 

l.Oe-36 

97 

78 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17591 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142992 

LIB3168-021-P1-K1-H10 

BLASTX 

gll9350 

553 

6.0e-57 

116 

94 

ENOLASE {2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_einb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142993 

LIB3168-021-P1-K1-H11 

BLASTX 

gl076331 

150 

l.Oe-09 

52 

69 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54634__ {X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142994 

LIB3168-021-P1-K1-H12 

BLASTX 

gl628583 

665 

4.0e-70 

131 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142995 

LIB3168-021-P1-K1-H2 

BLASTX 

gl628583 

618 

l.Oe-64 

132 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



142996 

LIB3168-021-P1-K1-H3 



17592 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2132930 

327 

2.0e-30 

137 

47 

probable membrane protein YOR262w - yeast (Saccharomyces 
cerevisiae) >gi_1420591_einb_CAA99484_ (Z75170) ORF YOR262w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142997 

LIB3168-021-P1-K1-H4 

BLASTX 

gl628583 

278 

2.0e-30 

86 

80 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142998 

LIB3168-021-P1-K1-H6 

BLASTN 

g4406776 

240 

l.Oe-132 

276 

97 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

142999 

LIB3168-021-P1-K1-H7 

BLASTX 

gl628583 

684 

3.0e-72 

136 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143000 

LIB3168-021-P1-K1-H8 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17593 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143001 

LIB3168-021-P1-K1-H9 

BLASTX 

gl628583 

564 

2.0e-58 

110 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143002 

LIB3168-022-P1-K1-A10 

BLASTX 

g4567311 

265 

4.0e-23 

66 

73 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143003 

LIB3168-022-P1-K1-A11 

BLASTX 

g2129659 

418 

4.0e-41 

128 

70 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143004 

LIB3168-022-P1-K1-A2 

BLASTX 

gll2681 

471 

2.0e-47 

118 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_einb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143005 

LIB3168-022-P1-K1-A3 

BLASTN 

g3540210 

296 

l.Oe-166 

400 

94 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17594 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143006 

LIB3168-022-P1-K1-A4 

BLASTX 

g4204299 

658 

3.0e-69 

130 

98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143007 

LIB3168-022-P1-K1-A6 

BLASTX 

g266693 

247 

5.0e-21 

122 

50 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_164 05_einb_CAA4 4225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb__CAB36756. 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143008 

LIB3168-022-P1-K1-A7 

BLASTX 

gll2741 

67 

6.0e-15 

62 

60 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



143009 

LIB3168-022-P1-K1-A8 

BLASTX 

gll2682 

573 

3.0e-59 

132 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143010 

LIB3168-022-P1-K1-A9 



17595 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative multispanning meinbrane protein 



BLASTX 
g4406780 
556 

2.0e-57 
105 
99 

(AC006532) 

[Arabidopsis thaliana] 
143011 

LIB3168-022-P1-K1-B1 

BLASTX 

gll2681 

611 

l.Oe-63 

139 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143012 

LIB3168-022-P1-K1-B11 

BLASTX 

g3980396 

565 

2.0e-58 

107 

99 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 

143013 

LIB3168-022-P1-K1-B2 

BLASTX 

gll2682 

662 

l.Oe-69 

138 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 128 seed 
storage protein [Arabidopsis thaliana] 

143014 

LIB3168-022-P1-K1-B3 

BLASTX 

gl628583 

625 

2,0e-65 

120 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 



17596 



thaliana] >gi__2842495_enib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143015 

LIB3168-022-P1-K1-B4 

BLASTX 

g3808062 

231 

3.0e-19 

136 

38 

(AB019195) PVlOO [Cucurbita maxima] 
143016 

LIB3168-022-P1-K1-B5 

BLASTX 

gll2682 

584 

l.Oe-60 

120 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143017 

LIB3168-022-P1-K1-B6 

BLASTX 

g4544445 

221 

5.0e-18 

110 

45 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 

143018 

LIB3168-022-P1-K1-B8 

BLASTN 

g4531433 

275 

l.Oe-153 

279 

100 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

143019 

LIB3168-022-P1-K1-B9 

BLASTX 

g2244759 

474 

l.Oe-47 

126 

77 



17597 



NCBI Description {Z97335) selenium-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143020 

LIB3168-022-P1-K1-C1 

BLASTX 

gll2743 

632 

3.0e-66 

133 

89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir ^NWMU4 2S albiomin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847,l_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143021 

LIB3168-022-P1-K1-C10 

BLASTX 

gl628583 

537 

4.0e-55 

116 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143022 

LIB3168-022-P1-K1-C12 

BLASTX 

g3915961 

300 

l.Oe-27 

91 

65 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabaciom] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143023 

LIB3168-022-P1-K1-C2 

BLASTX 

gl628583 

145 

5.0e-09 

80 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



143024 

LIB3168-022-P1-K1-C4 



17598 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl223909 

408 

O.Oe+00 

412 

100 

Arabidopsis thaliana chaperonin-60 alpha subunit gene, 
nuclear gene encoding plastid protein, complete cds 

143025 

LIB3168-022-P1-K1-C5 

BLASTX 

g4204299 

646 

8.0e-68 

127 

98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143026 

LIB3168-022-P1-K1-C6 

BLASTX 

g3660471 

635 

l.Oe-66 

136 

88 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

143027 

LIB3168-022-P1-K1-C7 

BLASTX 

gl864017 

548 

2.0e-56 

104 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
143028 

LIB3168-022-P1-K1-C8 

BLASTX 

gll2741 

579 

4.0e-60 

107 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >ai 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



17599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143029 

LIB3168-022-P1-K1-D1 

BLASTX 

gl628583 

374 

6.0e-36 

69 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143030 

LIB3168-022-P1-K1-D10 

BLASTN 

g3885325 

335 

O.Oe+00 

406 

98 

Arabidopsis thaliana chromosome II BAG T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143031 

LIB3168-022-P1-K1-D11 

BLASTX 

g4204299 

651 

2.0e-68 

126 

100 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143032 

LIB3168-022-P1-K1-D12 

BLASTX 

gl628583 

359 

3.0e-34 

66 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143033 

LIB3168-022-P1-K1-D3 

BLASTX 

g3249096 

489 

2.0e-49 

112 
90 

(AC003114) Match to mRNA for import in alpha-like protein 4 
(impa4) gb_Y14616 from A, thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 



17600 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143034 

LIB3168-022-P1-K1-D4 

BLASTX 

gll2682 

574 

2.0e-59 

137 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143035 

LIB3168-022-P1-K1-D5 

BLASTX 

gl628583 

301 

3.0e-27 

91 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143036 

LIB3168-022-P1-K1-D6 

BLASTX 

gl628583 

625 

2,0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143037 

LIB3168-022-P1-K1-D7 

BLASTX 

g4679028 

331 

6.0e-31 

134 

49 

(AF077207) HSPC021 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143038 

LIB3168-022-P1-K1-D8 

BLASTX 

gll2737 

363 

5.0e-35 
85 



17601 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

2S SEED STORAGE PROTEIN 1 PRECURSOR {23 ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albiomin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143039 

LIB3168-022-P1-K1-E1 

BLASTX 

gll2682 

556 

3.0e-57 

131 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143040 

LIB3168-022-P1-K1-E10 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



143041 

LIB3168-022-P1-K1-E11 

BLASTX 

gll2737 

486 

4.0e-49 

121 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853__pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143042 

LIB3168-022-P1-K1-E12 

BLASTX 

g2529683 

55 

2.0e-54 



17602 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



132 
79 

{AC002535) 



unknown protein [Arabidopsis thaliana] 



143043 

LIB3168-022-P1-K1-E2 

BLASTX 

gl628583 

357 

5.0e-34 

73 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143044 

LIB3168-022-P1-K1-E3 

BLASTN 

g4580365 

247 

l.Oe-137 

293 

95 

Arabidopsis thaliana chromosome I BAC F3F20 genomic 
sequence, complete sequence 

143045 

LIB3168-022-P1-K1-E4 

BLASTX 

gl628583 

647 

6.0e-68 

135 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143046 

LIB3168-022-P1-K1-E5 

BLASTX 

gl628583 

506 

2.0e-51 

137 

72 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143047 

LIB3168-022-P1-K1-E8 

BLASTX 

g4512675 

556 

2.0e-57 



17603 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



115 
97 

{AC006931) 



putative citrate synthase [Arabidopsis thaliana] 



143048 

LIB3168-022-P1-K1-E9 

BLASTX 

gll2681 

702 

2.0e-74 

132 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 


143049 


Seq. ID 


LIB3168-022-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3335372 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


75 


% identity 


40 


NCBI Description 


(AC003028) putative SRGl 


Seq. No. 


143050 


Seq, ID 


LIB3168-022-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


363 


E value 


7.0e-35 


Match length 


95 


% identity 


78 


NCBI Description 


{U66916) 12S cruciferin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143051 

LIB3168-022-P1-K1-F12 

BLASTN 

g4199934 

281 

l.Oe-157 

303 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18/ 
complete sequence [Arabidopsis thaliana] 

143052 

LIB3168-022-P1-K1-F2 

BLASTX 

gll2682 

664 

6.0e-70 



17604 



Match length 

% identity 

NCBI Description 



# 

137 
92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808 937_eirib_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143053 

LIB3168-022-P1-K1-F3 

BLASTN 

g2477521 

408 

O.Oe+00 

408 

100 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143054 

LIB3168-022-P1-K1-F4 

BLASTX 

gll2682 

536 

6.0e-55 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143055 

LIB3168-022-P1-K1-F6 

BLASTX 

gl628583 

112 

3.0e-05 

73 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143056 

LIB3168-022-P1-K1-F9 

BLASTX 

gl628583 

564 

2.0e-58 

111 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17605 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143057 

LIB3168-022-P1-K1-G1 

BLASTX 

gl628583 

162 

4.0e-ll 

73 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143058 

LIB3168-022-P1-K1-G10 

BLASTX 

gl486472 

440 

l.Oe-43 

100 
86 

(X99853) oxoglutarate malate translocator [Solanuia 
tuberosum] 

143059 

LIB3168-022-P1-K1-G11 

BLASTX 

g3513294 

331 

6.0e-31 

133 

49 

(AC005591) PkB-like [Homo sapiens] 
143060 

LIB3168-022-P1-K1-G2 

BLASTX 

gl628583 

695 

l-Oe-73 

137 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143061 

LIB3168-022-P1-K1-G3 

BLASTN 

g4510392 

408 

O.Oe+00 

412 

100 

Arabidopsis thali ana chromosoirie II BAG T17D12 genoiuic 
sequence, complete sequence 



Seq. No. 



143062 



17606 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-022-P1-K1-G4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



143063 

LIB3168-022-P1-K1-G5 

BLASTX 

gl246403 

460 

5.0e-46 

109 

81 

(X94698) TINY [Arabidopsis thaliana] 
TINY [Arabidopsis thaliana] 



>gi_3406035 {AC005405) 



143064 

LIB3168-022-P1-K1-G6 

BLASTX 

gll2251 

78 

3.0e-01 

120 

18 

polypyrimidine tract-binding protein 1 - rat 
>gi_57002_einb_CAA43202_ (X60789) pyrimidine binding protein 
1 [Rattus norvegicus] 

143065 

LIB3168-022-P1-K1-G8 

BLASTX 

gll2681 

523 

2.0e-53 

136 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143066 

LIB3168-022-P1-K1-G9 

BLASTX 

gll2741 

683 

3.0e-72 

128 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



17607 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868__ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143067 

LIB3168-022-P1-K1-H1 

BLASTX 

g600178 

656 

5.0e-69 

138 

94 

(L27074) acetyl-CoA carboxylase [Arabidopsis thaliana] 

>gi_1090217_prf 2018327A Ac-CoA carboxylase [Arabidopsis 

thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



143068 

LIB3168-022-P1-K1-H11 

BLASTX 

gll2681 

569 

8.0e-59 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143069 

LIB3168-022-P1-K1-H12 

BLASTX 

g3395432 

270 

9.0e-24 

91 

56 

(AC004683) unknovm protein [Arabidopsis thaliana] 
143070 

LIB3168-022-P1-K1-H2 

BLASTX 

gl628583 

607 

3.0e-63 

116 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143071 

LIB3168-022-P1-K1-H3 



17608 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4159708 

41 

3.0e-14 

113 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MKP6, complete sequence 



PI clone: 



143072 

LIB3168-022-P1-K1-H5 

BLASTN 

g2947056 

231 

l.Oe-127 

323 

93 

Arabidopsis thaliana chromosome II BAG T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143073 

LIB3168-022-P1-K1-H6 

BLASTX 

gl628583 

636 

l.Oe-66 

127 

98 

{□66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143074 

LIB3168-022-P1-K1-H8 

BLASTN 

g2760165 

197 

l.Oe-107 

410 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

143075 

LIB3168-022-P1-K1-H9 

BLASTX 

gll2741 

335 

2.0e-31 

62 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_l 66616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb CAB38846.1 {AL035680) NWMU3-2S albumin 3 



17609 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
143076 

LIB3168-023-P1-K1-A1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143077 

LIB3168-023-P1-K1-A10 

BLASTX 

gll2681 

269 

2.0e-59 

119 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_816Q4_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



143078 

LIB3168-023-P1-K1-A11 

BLASTX 

gl628583 

614 

4,0e-64 

119 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143079 

LIB3168-023-P1-K1-A12 

BLASTX 

gll2681 

576 

l.Oe-59 

133 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143080 

LIB3168-023-P1-K1-A2 
BLASTX 



17610 



NCBI GI 


II 

gll2681 


BLAST score 


675 


E value 


4.0e-71 


Match length 


139 


% identity 


97 


NCBI Description 


12S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143081 

LIB3168-023-P1-K1-A3 

BLASTX 

gll2681 

315 

2.0e-56 

139 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143082 

LIB3168-023-P1-K1-A4 

BLASTX 

gl628583 

723 

7.0e-77 

138 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143083 

LIB3168-023-P1-K1-A5 

BLASTX 

gll9143 

690 

5.0e-73 

131 
99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi__1369928_emb_CAA34 455_ 
{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (063815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 



143084 



17611 



11 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-023-P1-K1-A6 

BLASTX 

g2117634 

154 

3,0e-37 

137 

60 

lipoxygenase (EC 1.13.11. 
>gi_8 9934 4_emb_CAA5 8 8 5 9_ 
tabacum] 



12) - common tobacco 

(X84 04 0) lipoxygenase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq- ID 
Method 
NCBI GI 
BLAST score 
E value 



143085 

LIB3168-023-P1-K1-A8 

BLASTX 

gl628583 

354 

l.Oe-33 

88 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143086 

LIB3168-023-P1-K1-A9 

BLASTX 

gll2737 

464 

l.Oe-4 6 

116 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb_CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143087 

LIB3168-023-P1-K1-B1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143088 

LIB3168-023-P1-K1-B10 

BLASTX 

gll2682 

686 

2.0e-72 



17612 



II 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143089 

LIB3168-023-P1-K1-B11 

BLASTX 

gll2681 

603 

9.0e-63 

138 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143090 

LIB3168-023-P1-K1-B12 

BLASTX 

gl6285B3 

625 

2.0e-65 

120 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_en±)_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143091 

LIB3168-023-P1-K1-B2 

BLASTX 

gl628583 

607 

3.0e-63 

116 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143092 

LIB3168-023-P1-K1-B3 

BLASTX 

g2129657 

398 

l.Oe-38 

109 

77 

oleosin isoform - Arabidopsis thaliana 
>gi__987014_emb_CAA90877__ (Z54164) oleosin [Arabidopsis 
thaliana] >gi 987016 emb CAA90878 (Z54165) oleosin 



17613 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



[Arabidopsis thaliana] 
143093 

LIB3168-023-P1-K1-B4 

BLASTX 

g3334123 

686 

2.0e-72 

139 

100 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 

143094 

LIB3168-023-P1-K1-B5 

BLASTX 

gl628583 

527 

5.0e-54 

103 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143095 

LIB3168-023-P1-K1-B6 

BLASTX 

gl628583 

374 

5.0e-36 

69 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143096 

LIB3168-023-P1-K1-B8 

BLASTX 

gl628583 

619 

9.0e-65 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143097 

LIB3168-023-P1-K1-B9 

BLASTN 

g2182286 

70 



17614 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



8.0e-32 

78 

97 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

143098 

LIB3168-023-P1-K1-C11 

BLASTX 

gll2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143099 

LIB3168-023-P1-K1-C12 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143100 

LIB3168-023-P1-K1-C2 

BLASTX 

g3063451 

662 

l.Oe-69 

129 

99 

(AC003981) F22013.13 [Arabidopsis thaliana] 
143101 

LIB3168-023-P1-K1-C3 

BLASTX 

gl628583 

601 

l.Oe-62 

119 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143102 

LIB3168-023-P1-K1-C4 
BLASTX 



17615 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
386 

5.0e-68 

137 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143103 

LIB3168-023-P1-K1-C5 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143104 

LIB3168-023-P1-K1-C6 

BLASTX 

gl628583 

637 

3.0e-71 

138 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143105 

LIB3168-023-P1-K1-C8 

BLASTX 

gll2741 

56 

7.0e-70 

132 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855__pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albiamin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143106 

LIB3168-023-P1-K1-C9 

BLASTX 

g469467 

671 

9.0e-71 

124 

99 



17616 



CI 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X77 943) alcohol dehydrogenase [Arabidopsis thaliana] 
>gi_1944214_dbj_BAA19619_ (D84244) alcohol dehydrogenase 
[Arabidopsis thaliana] >gi_2570194_dbj_BAA22981_ (D63463) 
alcohol dehydrogenase [Arabidopsis thaliana] >gi_282 9917 
(AC002291) Alcohol Dehydrogenase [Arabidopsis thaliana] 

143107 

LIB3168-023-P1-K1-D10 

BLASTX 

gll2681 

605 

5.0e-63 

139 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143108 

LIB3168-023-P1-K1-D11 

BLASTX 

gl628583 

106 

2.0e-04 

65 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143109 

LIB3168-023-P1-K1-D2 

BLASTX 

gl628583 

358 

5.0e-34 

90 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143110 

LIB3168-023-P1-K1-D3 

BLASTX 

gll2682 

641 

3.0e-67 

141 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143111 

LIB3168-023-P1-K1-D4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 'l2S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143112 

LIB3168-023-P1-K1-D5 

BLASTX 

gll2681 

428 

3.0e-42 

88 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143113 

LIB3168-023-P1-K1-D6 

BLASTX 

g2129789 

484 

8.0e-49 

127 

78 

biotin carboxyl carrier protein precursor (clone BP4) - 
rape >gi_1070006_emb_CAA62264_ (X90730) Biotin carboxyl 

carrier protein [Brassica napus] >gi_1589043_prf 2210244D 

Ac-CoA carboxylase :IS0TYPE=bp4 [Brassica napus] 

143114 

LIB3168-023-P1-K1-D7 

BLASTX 

g4741191 

204 

5.0e-16 

42 

100 

(AL04 9746) ABC transporter-like protein [Arabidopsis 
thaliana] 

143115 

LIB3168-023-P1-K1-D8 

BLASTN 

g4589450 

161 

3.0e-85 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



II 

412 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T31K7, complete sequence 

143116 

LIB3168-023-P1-K1-D9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143117 

LIB3168-023-P1-K1-E1 

BLASTX 

g4249382 

486 

4.0e-49 

113 

78 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

143118 

LIB3168-023-P1-K1-E10 

BLASTX 

gl628583 

473 

l.Oe-47 

134 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143119 

LIB3168-023-P1-K1-E11 

BLASTN 

g3402745 

225 

l.Oe-123 

364 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

143120 

LIB3168-023-P1-K1-E12 

BLASTX 

gll2741 

716 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



5.0e-76 

133 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_einb_CAA808 68__ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_449G712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



143121 

LIB3168-023-P1-K1-E2 
BLASTX 
gll2739 
425 

6.0e-42 
121 
71 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir_ 



2 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

143122 

LIB3168-023-P1-K1-E3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143123 

LIB3168-023-P1-K1-E4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143124 

LIB3168-023-P1-K1-E5 

BLASTX 

gll2681 

709 

3.0e-75 
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Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_C7U^324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143125 

LIB3168-023-P1-K1-E6 

BLASTX 

g3980407 

262 

8.0e-23 

110 

48 

(AC004561) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

143126 

LIB3168-023-P1-K1-E7 

BLASTX 

gl628583 

621 

6.0e-65 

119 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143127 

LIB3168-023-P1-K1-E8 

BLASTX 

gl791309 

509 

8.0e-52 

102 

99 

{U83500) cystathionine gamma-synthase [Arabidopsis 
thaliana] >gi_2852454_dbj_BAA24 699_ (AB010888) 
cystathionine gamma-synthase [Arabidopsis thaliana] 

143128 

LIB3168-023-P1-K1-E9 

BLASTX 

g3183454 

236 

9.0e-20 

103 

44 

HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_emb__CAA10859_ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_2633767_emb_CAB13269_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 



Seq. No, 



143129 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3168-023-P1-K1-F10 

BLASTX 

gll2681 

644 

l.Oe-67 

127 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143130 

LIB3168-023-P1-K1-F11 

BLASTX 

gll2741 

331 

3.0e-31 

86 

77 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712__emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143131 

LIB3168-023-P1-K1-F12 

BLASTX 

gll2681 

607 

3.0e-63 

121 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143132 

LIB3168-023-P1-K1-F2 

BLASTX 

gl628583 

162 

4.0e-ll 

60 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143133 

LIB3168-023-P1-K1-F3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 



BLASTN 

g4581161 

69 

5.0e-31 

105 

90 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 

143134 

LIB3168-023-P1-K1-F4 

BLASTX 

gll2737 

673 

5.0e-71 

139 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143135 

LIB3168-023-P1-K1-F5 

BLASTX 

gll2737 

299 

4.0e-27 

129 

52 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844,l_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143136 

LIB3168-023-P1-K1-F6 

BLASTX 

gll2682 

284 

6.0e-26 

52 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143137 

LIB3168-023-P1-K1-F7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2681 

442 

3.0e-47 

141 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143138 

LIB3168-023-P1-K1-F8 

BLASTX 

gll2681 

534 

9.0e-55 

126 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143139 

LIB3168-023-P1-K1-F9 

BLASTX 

g3023848 

620 

9.0e-65 

123 

60 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD- 40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



143140 

LIB3168-023-P1-K1-G1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143141 

LIB3168-023-P1-K1-G10 

BLASTX 

gll2682 

518 

7.0e-53 
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II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_enib_CAA32494_ (X14313) 123 seed 
storage protein [Arabidopsis thaliana] 

143142 

LIB3168-023-P1-K1-G11 

BLASTX 

g3860261 

314 

7.0e-29 

115 

63 

{AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



143143 

LIB3168-023-P1-K1-G12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143144 

LIB3168-023-P1-K1-G2 

BLASTX 

gll2681 

746 

2.0e-79 

142 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143145 

LIB3168-023-P1-K1-G3 

BLASTX 

g2244749 

325 

3.0e-54 

11-1 
98 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
143146 

LIB3168-023-P1-K1-G4 



17625 



Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


568 


E value 


l.Oe-58 


Match length 


141 


% identity 


79 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143147 

LIB3168-023-P1-K1-G5 

BLASTX 

gll2682 

612 

6.0e-64 

116 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143148 

LIB3168-023-P1-K1-G6 

BLASTX 

gll69476 

633 

3.0e-66 

121 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) {VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

143149 

LIB3168-023-P1-K1-H1 

BLASTX 

gl628583 

569 

8.0e-59 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143150 

LIB3168-023-P1-K1-H10 

BLASTX 

gl628583 

212 

6.0e-17 

78 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi__28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143151 

LIB3168-023-P1-K1-H11 

BLASTX 

g4204277 

684 

3.0e-72 

126 

100 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



143152 

LIB3168-023-P1-K1-H12 

BLASTX 

g2117937 

521 

5.0e-56 

128 

83 

UTP — glucose-l-phosphate uridylyltransf erase 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP- 
pyrophosphorylase [Hordeum vulgare] 



EC 2-7.7.9) 

■glucose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143153 

LIB3168-023-P1-K1-H3 

BLASTX 

gll2682 

556 

2.0e-57 

125 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143154 

LIB3168-023-P1-K1-H4 

BLASTX 

gl345973 

471 

3.0e-47 

111 

78 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D1757 9) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143155 

LIB3168-023-P1-K1-H6 

BLASTX 

gll2681 

525 

l.Oe-53 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 123 storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143156 

LIB3168-023-P1-K1-H8 

BLASTX 

gll72556 

217 

2.0e-17 

82 
49 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

{POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_eiTib_CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143157 

LIB3168-024-P1-K1-A11 

BLASTN 

g4512656 

406 

O.Oe+00 

406 

100 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 

143158 

LIB3168-024-P1-K1-A12 

BLASTX 

gll2682 

574 

2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



143159 

LIB3168-024-P1-K1-A2 
BLASTN 



17628 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3402695 
259 

l.Oe-144 

400 

100 

Arabidopsis t ha liana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143160 

LIB3168-024-P1-K1-A3 

BLASTX 

gll2681 

689 

7.0e-73 

137 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143161 

LIB3168-024-P1-K1-A4 

BLASTX 

g2708750 

310 

2.0e-28 

128 

54 

(AC003952) 
thaliana] 



putative physical impedence protein [Arabidopsis 



143162 

LIB3168-024-P1-K1-A5 

BLASTX 

gll2681 

581 

3.0e-60 

134 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143163 

LIB3168-024-P1-K1-A6 

BLASTN 

gl813353 

206 

l.Oe-112 

290 

98 

Arabidopsis thaliana AtCR20-l mRNA 



17629 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143164 

LIB3168-024-P1-K1-A7 

BLASTX 

g2769642 

554 

4.0e-57 

131 
77 

(Z97215) nine-cis-epoxycarotenoid dioxygenase 
esculentum] 



[Lycopersicon 



143165 

LIB3168-024-P1-K1-A8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143166 

LIB3168-024-P1-K1-A9 

BLASTX 

g2129657 

315 

4.0e-29 

93 

73 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb__CAA90878_ [Z54165) oleosin 
[Arabidopsis thaliana] 

143167 

LIB3168-024-P1-K1-B1 

BLASTX 

g4589972 

228 

7.0e-19 

95 
67 

(AC007195) putative indole-3 acetic acid induced protein 
(ARG7) [Arabidopsis thaliana] 

143168 

LIB3168-024-P1-K1-B10 

BLASTN 

g2244991 

322 

O.Oe+00 

402 

95 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



17630 



OSC5» WO. 


1 yi "^i Q 
by 






Method 


BLASTX 


NCBI GI 


gl350768 


BLAST score 




E value 


/I A A ^ C 

4 . Ue-4b 


Match length 


lOo 


% identity 


Q 


NCBI Description 


dOS RIBOSOMAL PROTEIN L7A 


oeq. iNO . 


X4 Jl / u 




T m'^i t^fi— no 4 — PI — "Pri _pi 9 


Method 


dIiAo 1 A 


NCBI GI 


gl399277 


BLAST score 


479 


E value 


^ . ue— 4 0 


Match length 




-5 laentity 




lnl-JjI uescnpuion 


\\jo±oj\> ) caxinoQu±in~Qoinam 




[Arabidopsis thaliana] 


Seq, No. 


14 Jl /I 


beq. iJj 


T Tp'51 tf^Q-.no /I _Di v"\ no 
J_i1do1oo-U^4 — rl— 


Method 


BLASTN 


NCBI GI 


g3172156 


BLAST score 


278 


E value 


l.Oe-155 


Match length 


282 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 
Seq. ID 



Arabidopsis thaliana chromosome 1 BAG T22J18 
complete sequence [Arabidopsis thaliana] 



sequence, 



143172 

LIB3168-024-P1-K1-B3 

BLASTX 

g82426 

522 

3.0e-53 

106 

46 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ {X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

143173 

LIB3168-024-P1-K1-B4 

BLASTX 

g31504G7 

511 

5.0e-52 

97 

100 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
143174 

LIB3168-024-P1-K1-B5 



17631 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



BLASTX 

gl628583 

649 

4.0e-68 

131 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143175 

LIB3168-024-P1-K1-B8 

BLASTX 

gll2741 

685 

2.0e-72 

128 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z2474 4) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143176 

LIB3168-024-P1-K1-B9 

BLASTX 

g2961390 

541 

l.Oe-55 

101 

99 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143177 

LIB3168-024-P1-K1-C1 

BLASTX 

g2499298 

321 

4,0e-30 

65 

100 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 6, CHLOROPLAST 
>gi_1619279_emb_CAA67670_ (X99278) ndhG [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143178 

LIB3168-024-P1-K1-C11 

BLASTX 

gll07501 

404 

2.0e-39 

99 

82 



17632 



CI 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{X91954) orf [Arabidopsis thaliana] >gi__3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

143179 

LIB3168-024-P1-K1-C12 

BLASTX 

g3023848 

604 

6.0e-63 

119 

59 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 


143180 


Seq. ID 


LIB3168-024-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


60 


E value 


5.0e-25 


Match length 


88 


% identity 


92 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No, 


143181 


Seq. ID 


LIB3168-024-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


560 


E value 


9.0e-58 


Match length 


131 


% identity 


83 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143182 

LIB3168-024-P1-K1-C5 

BLASTX 

gl628583 

533 

l.Oe-54 

136 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143183 

LIB3168-024-P1-K1-C8 
BLASTX 



17633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
437 

2.0e-43 

106 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143184 

LIB3168-024-P1-K1-C9 

BLASTX 

gll2681 

560 

9.0e-58 

131 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143185 

LIB3168-024-P1-K1-D1 

BLASTX 

gll7238 

374 

6.0e-36 

115 

71 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656__pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ {X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_einb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4490290_emb__CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143186 

LIB3168-024-P1-K1-D11 

BLASTN 

g4103953 

405 

0. Oe+00 

405 

100 

Arabidopsis thaliana A37 
143187 

LIB3168-024-P1-K1-D12 

BLASTX 

gl628583 

540 



{A37) gene, complete cds 



17634 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-55 

135 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143188 

LIB3168-024-P1-K1-D2 

BLASTX 

gll2681 

506 

2.0e-51 

136 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143189 

LIB3168-024-P1-K1-D4 

BLASTX 

gl33841 

403 

2.0e-39 

90 

91 

CHLOROPLAST 30S RIBOSOMAL PROTEIN SIB >gi_71016_pir R3NT18 

ribosomal protein S18 - common tobacco chloroplast 
>gi_11851_emb_CAA77371_ (Z00044) ribosomal protein S18 

[Nicotiana tabacum] >gi_225220_prf 1211235BB ribosomal 

protein S18 [Nicotiana tabacum] 

143190 

LIB3168-024-P1-K1-D5 

BLASTX 

gll2737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_erab_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143191 

LIB3168-024-P1-K1-D6 

BLASTX 

gl628583 

601 

l.Oe-62 



17635 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



124 
93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143192 

LIB3168-024-P1-K1-D7 

BLASTX 

g3142300 

371 

l.Oe-35 

134 

55 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb__R64 90E 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

143193 

LIB3168-024-P1-K1-E1 

BLASTX 

g4678299 

646 

8,0e-68 

126 

100 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

143194 

LIB3168-024-P1-K1-E10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143195 

LIB3168-024-P1-K1-E11 

BLASTX 

g625509 

612 

7.0e-64 

123 

25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
143196 

LIB3168-024-P1-K1-E12 

BLASTX 

g3150414 

485 



17636 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-49 

111 

89 

{AC004165) AtRanBPlb protein [Arabidopsis thaliana] 
143197 

LIB3168-024-P1-K1-E2 

BLASTX 

gll2743 

580 

4.0e-60 

126 

87 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202__emb__CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_44 90713__emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

143198 

LIB3168-024-P1-K1-E3 

BLASTX 

g2129657 

437 

2.0e-43 

117 

79 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143199 

LIB3168-024-P1-K1-E4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143200 

LIB3168-024-P1-K1-E5 

BLASTX 

g4388826 

200 

l.Oe-15 

82 

51 

(AC006528) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



143201 



17637 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3168-024-P1-K1-E6 

BLASTX 

gl628583 

420 

2.0e-41 

79 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143202 

LIB3168-024-P1-K1-E7 

BLASTN 

g2832639 

191 

l.Oe-103 

338 

98 

Arabidopsis thaliana DNA chromosome 4^ BAC clone F28J12 
(ESSAII project) 

143203 

LIB3168-024-P1-K1-E9 

BLASTX 

gll2741 

411 

5.0e-44 

100 

90 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBQMIN STORAGE 
PROTEIN) >gi__68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(22474 4) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143204 

LIB3168-024-P1-K1-F1 

BLASTX 

g3123188 

661 

l,0e-69 

129 

98 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 

143205 

LIB3168-024-P1-K1-F10 

BLASTX 

gll2682 

564 

3.0e-58 
132 



17638 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143206 

LIB3168-024-P1-K1-F11 

BLASTX 

gll2741 

691 

4.0e-73 

128 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712__emb_CAB38846.1_ (AL035680) NWMU3-2S albimin 3 
precursor [Arabidopsis thaliana] 

143207 

LIB3168-024-P1-K1-F12 

BLASTX 

gl628583 

569 

8.0e-59 

120 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143208 

LIB3168-024-P1-K1-F2 

BLASTN 

g4220643 

239 

l.Oe-132 

300 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143209 

LIB3168-024-P1-K1-F3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17639 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143210 

LIB3168-024-P1-K1-F4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143211 

LIB3168-024-P1-K1-F6 

BLASTX 

gl628583 

442 

3.0e-63 

137 

89 

(U66916) '123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143212 

LIB3168-024-P1-K1-F8 

BLASTX 

gll2741 

682 

5.0e-72 

127 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb__CAB3884 6.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143213 

LIB3168-024-P1-K1-G1 

BLASTX 

gll2739 

425 

6.0e-42 

121 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
{Z24745) 2S albiomin isoform 2 [Arabidopsis thaliana] 
>gi__4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



17640 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143214 

LIB3168-024-P1-K1-G10 

BLASTX 

gl66570 

253 

9.0e-22 

107 

50 

(L04173) glycine rich protein [Arabidopsis thaliana] 
143215 

LIB3168-024-P1-K1-G2 

BLASTX 

gll2681 

592 

2.0e-70 

134 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143216 

LIB3168-024-P1-K1-G3 

BLASTX 

gll2682 

545 

5.Qe-56 

129 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94__ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143217 

LIB3168-024-P1-K1-G4 

BLASTN 

gl6472 

399 

O.Oe+00 

407 

100 

A. thaliana rRNA repeat unit, most frequent IGR type 
143218 

LIB3168-024-P1-K1-G5 

BLASTX 

gll2737 

566 

2.0e-58 

136 
81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



17641 



PROTEIN) >gi_68853_pir NWMUl 23 albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 23 albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143219 

LIB3168-024-P1-K1-G6 

BLASTX 

g3096920 

644 

l.Oe-67 

126 

100 

(AL023094) putative ]cetoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143220 

LIB3168-024-P1-K1-G7 

BLASTX 

gl628583 

512 

4.0e-52 

132 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143221 

LIB3168-024-P1-K1-G8 

BLASTN 

g4199934 

277 

l.Oe-154 

319 

98 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

143222 

LIB3168-024-P1-K1-H1 

BLASTX 

gll2737 

537 

5.0e-55 

131 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albiomin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204'_emb_CAA8087 0_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albxomin 1 
precursor [Arabidopsis thaliana] 



17642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143223 

LIB3168-024-P1-K1-H10 

BLASTX 

g2832625 

226 

l.Oe-18 

66 

62 

{AL021711) putative protein [Arabidopsis thaliana] 
143224 

LIB3168-024-P1-K1-H11 

BLASTX 

gl628583 

504 

3.0e-51 

111 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143225 

LIB3168-024-P1-K1-H12 

BLASTN 

g4199934 

357 

O.Oe+00 

409 

97 

Genomic sequence for Arabidopsis thaliana BAC T3P18/ 
complete sequence [Arabidopsis thaliana] 

143226 

LIB3168-024-P1-K1-H2 

BLASTX 

gll69476 

585 

l.Oe-60 

119 

95 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) {VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143227 

LIB3168-024-P1-K1-H3 

BLASTX 

g4008006 

282 

4.0e-25 

128 

48 

(AF084 034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 



143228 



17643 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-024-P1-K1-H4 

BLASTX 

gl628583 

44 

4.0e-60 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143229 

LIB3168-024-P1-K1-H5 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143230 

LIB3168-024-P1-K1-H6 

BLASTX 

gl628583 

682 

4.0e-72 

132 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143231 

LIB3168-024-P1-K1-H7 

BLASTX 

g3859607 

496 

3.0e-50 

116 

84 

{AF104919) contains similarity to cysteine proteases 
PF00112, E=.21, N-1) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143232 

LIB3168-024-P1-K1-H8 

BLASTX 

gl628583 

252 

l.Oe-21 

71 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17644 



II 



Seq. No. 

,Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143233 

LIB3168-024-P1-K1-H9 

BLASTX 

gll2681 

718 

3.0e-76 

135 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143234 

LIB3168-025-P1-K1-A1 

BLASTX 

gl628583 

481 

2.0e-48 

90 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143235 

LIB3168-025-P1-K1-A11 

BLASTX 

gl628583 

686 

l.Oe-72 

130 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143236 

LIB3168-025-P1-K1-A12 

BLASTX 

g4587529 

46 

7.0e-33 

97 
77 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. EST gb_H76902 comes from this gene 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



143237 

LIB3168-025-P1-K1-A2 

BLASTX 

gl628583 

541 

2.0e-55 



17645 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



103 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143238 

LIB3168-025-P1-K1-A5 

BLASTX 

gl628583 

350 

l.Oe-33 

70 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143239 

LIB3168-025-P1-K1-A6 

BLASTX 

gl628583 

502 

4.0e-51 

113 

86 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143240 

LIB3168-025-P1-K1-A7 

BLASTX 

gll2682 

575 

2.0e-59 

133 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143241 

LIB3168-025-P1-K1-A8 

BLASTX 

g2996096 

527 

5.0e-54 

101 

99 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 
Seq. ID 



143242 

LIB3168-025-P1-K1-A9 



17646 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2959781 

683 

3.0e-72 

133 

96 

(AJ223508) 



Zwille protein [Arabidopsis thaliana] 



143243 

LIB3168-025-P1-K1-B1 

BLASTX 

g3915866 

187 

6.0e-14 

57 
77 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE—TRNA LIGASE) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 



(GLNRS) 



143244 

LIB3168-025-P1-K1-B10 

BLASTX 

gll2681 

652 

l.Oe-68 

132 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143245 

LIB3168-025-P1-K1-B11 

BLASTN 

gl6231 

191 

l.Oe-103 

211 

98 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRAl gene, exons 1-4 

143246 

LIB3168-025-P1-K1-B12 

BLASTN 

g3540210 

254 

l.Oe-141 

372 

98 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17647 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143247 

LIB3168-025-P1-K1-B3 

BLASTX 

gll2741 

680 

8.0e-72 

126 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143248 

LIB3168-025-P1-K1-B4 

BLASTX 

gl628583 

571 

8.0e-63 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143249 

LIB3168-025-P1-K1-B5 

BLASTX 

gll2681 

517 

l.Oe-52 

133 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143250 

LIB3168-025-P1-K1-B6 

BLASTX 

g4006897 

567 

l.Oe-58 

119 

91 

(Z99708) globulin-like protein [Arabidopsis thaliana] 
143251 

LIB3168-025-P1-K1-B7 

BLASTX 

gl628583 

398 



17648 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-39 

112 

72 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143252 

LIB3168-025-P1-K1-B8 

BLASTX 

gl628583 

196 

4.0e-15 

70 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



143253 

LIB3168-025-P1-K1-B9 

BLASTX 

gl628583 

444 

3.0e-44 

94 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143254 

LIB3168-025-P1-K1-C1 

BLASTX 

gll43511 

429 

2.0e-42 

82 
96 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestica] >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestica] 

143255 

LIB3168-025-P1-K1-C11 

BLASTN 

g4589409 

173 

2.0e-92 

398 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F17P19, complete sequence 

143256 

LIB3168-025-P1-K1-C2 
BLASTX 



17649 





fl 

giiz / 
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X z. ^ 


% identity 


71 


NCBI Description 


2S SEED 



PROTEIN) >gi 



iGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 23 subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143257 

LIB3168-025-P1-K1-C3 

BLASTX 

g2914710 

709 

3.0e-75 

135 

100 

(AC003974) 
thaliana] 



putative beta-D-galactosidase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



143258 

LIB3168-025-P1-K1-C4 

BLASTX 

gll2681 

334 

2.0e-31 

95 
73 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CElAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143259 

LIB3168-025-P1-K1-C5 

BLASTX 

gll2737 

605 

5.0e-63 

129 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143260 

LIB3168-025-P1-K1-C6 
BLASTX 



17650 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl865677 
683 

3.0e-72 

133 

100 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 

143261 

LIB3168-025-P1-K1-C7 

BLASTX 

gl628583 

581 

3.0e-60 

110 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143262 

LIB3168-025-P1-K1-C8 

BLASTX 

g633890 

290 

4.0e-26 

98 

61 

{S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143263 

LIB3168-025-P1-K1-C9 

BLASTX 

gll2741 

680 

8.0e-72 

126 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143264 

LIB3168-025-P1-K1-D11 

BLASTX 

gl526424 

170 

5.0e-12 

59 

33 

(D6414 0) LEA protein in group 3 [Arabidopsis thaliana] 



17651 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143265 

LIB3168-025-P1-K1-D2 

BLASTX 

gll2681 

573 

3,0e-59 

117 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143266 

LIB3168-025-P1-K1-D3 

BLASTX 

gl628583 

668 

2.0e-70 

128 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143267 

LIB3168-025-P1-K1-D4 

BLASTX 

gll2682 

553 

6.0e-57 

118 

88 

123 SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143268 

LIB3168-025-P1-K1-D5 

BLASTX 

gl628583 

590 

3.0e-61 

129 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143269 

LIB3168-025-P1-K1-D6 

BLASTX 

g3322615 

155 



17652 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



3.0e-10 

130 

32 

(AE001213) 
pallidum] 



folylpolyglutamate synthetase (folC) [Treponema 



143270 

LIB3168-025-P1-K1-D7 

BLASTX 

gll2682 

389 

6.0e-38 

88 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



143271 

LIB3168-025-P1-K1-D8 
BLASTX 
gll2743 
322 

4.0e-30 
77 
79 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68856_pir_ 



4 PRECURSOR (2S ALBUMIN STORAGE 
NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb__CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ {AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

143272 

LIB3168-025-P1-K1-D9 

BLASTX 

gll2681 

560 

9.0e-58 

131 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143273 

LIB3168-025-P1-K1-E1 

BLASTN 

g3449331 

40 

4.0e-13 
429 



17653 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

143274 

LIB3168-025-P1-K1-E10 

BLASTX 

gl628583 

388 

l.Oe-37 

77 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143275 

LIB3168-025-P1-K1-E12 

BLASTX 

gll2681 

534 

l.Oe-54 

127 
82 

128 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143276 

LIB3168-025-P1-K1-E2 

BLASTX 

gl628583 

644 

l.Oe-67 

129 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143277 

LIB3168-025-P1-K1-E3 

BLASTX 

g4204298 

533 

l.Oe-54 

120 

86 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



143278 
LIB3168- 
BLASTX 
gll2682 



025-P1-K1-E4 



17654 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



501 

5.0e-51 

106 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143279 

LIB3168-025-P1-K1-E5 

BLASTX 

gll2740 

213 

4.0e-17 

108 

47 

NAPIN 2 PRECURSOR {1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir ^A25997 napin precursor (napA) - rape 

>gi_167153 (JQ2586) prepronapin [Brassica napus] >gi_167155 
(J027 98) napin [Brassica napus] 

143280 

LIB3168-025-P1-K1-E6 

BLASTX 

gll2681 

302 

l.Oe-27 

71 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


143281 


Seq. ID 


LIB3168-025-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl6473 


BLAST score 


257 


E value 


l.Oe-142 


Match length 


300 


% identity 


45 


NCBI Description 


Arabidopsis thaliana 25S 


Seq. No. 


143282 


Seq. ID 


LIB3168-025-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


479 


E value 


3.0e-48 


Match length 


103 


% identity 


88 


NCBI Description 


2S SEED STORAGE PROTEIN 



DNA spacer 



1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 



17655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143283 

LIB3168-025-P1-K1-E9 

BLASTX 

gll2681 

464 

2.0e-46 

116 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143284 

LIB3168-025-P1-K1-F1 

BLASTX 

gl800307 

170 

5.0e-12 

108 

24 

(U83883) pl05 coactivator [Rattus norvegicus] 



143285 

LIB3168-025-P1-K1-F12 

BLASTN 

g3282170 

146 

2,0e-76 

388 

95 

Arabidopsis thaliana chromosome 1 BAC F8K4 
complete sequence [Arabidopsis thaliana] 



sequence. 



143286 

LIB3168-025-P1-K1-F2 

BLASTX 

gl628583 

493 

4.0e-50 

101 

95 

(U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143287 

LIB3168-025-P1-K1-F3 

BLASTX 

gl628583 



17656 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



511 

5.0e-52 

133 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143288 

LIB3168-025-P1-K1-F5 

BLASTX 

gl628583 

461 

3.0e-46 

120 

79 

(U66916) 123 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143289 

LIB3168-025-P1-K1-F6 

BLASTX 

gl628583 

669 

l.Oe-70 

129 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143290 

LIB3168-025-P1-K1-F7 

BLASTX 

gll2737 

536 

6.0e-55 

130 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albiomin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_einb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143291 

LIB3168-025-P1-K1-F9 

BLASTX 

g4204299 

399 

5.0e-39 

81 
98 

(AC003027) lcl_prt_seq No definition line found 



17657 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143292 

LIB3168-025-P1-K1-G1 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916)'12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143293 

LIB3168-025-P1-K1-G10 

BLASTX 

gl628583 

509 

8.0e-52 

131 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143294 

LIB3168-025-P1-K1-G12 

BLASTN 

g3510347 

397 

O.Oe+00 

401 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143295 

LIB3168-025-P1-K1-G2 

BLASTX 

g4204299 

702 

2.0e-74 

133 

100 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143296 

LIB3168-025-P1-K1-G3 

BLASTX 

gl628583 

58 

7.0e-42 

125 

74 

{U66916) 12S cruciferin seed storage protein 



[Arabidopsis 



17658 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



143297 

LIB3168-025-P1-K1-G4 

BLASTN 

g4097693 

87 

3.0e-41 

155 

90 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene^ complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143298 

LIB3168-025-P1-K1-G5 

BLASTN 

g3985949 

84 

2.0e-39 

236 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 

143299 

LIB3168-025-P1-K1-G6 

BLASTX 

gl628583 

618 

l.Oe-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143300 

LIB3168-025-P1-K1-G7 

BLASTX 

gl628583 

597 

4.0e-62 

114 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143301 

LIB3168-025-P1-K1-G8 

BLASTX 

gll2681 

567 

l.Oe-58 

131 

84 



17659 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143302 

LIB3168-025-P1-K1-G9 

BLASTX 

gll2681 

530 

3.0e-54 

127 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143303 

LIB3168-025-P1-K1-H10 

BLASTN 

g4199934 

277 

l.Oe-154 

366 

90 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

143304 

LIB3168-025-P1-K1-H11 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143305 

LIB3168-025-P1-K1-H12 

BLASTN 

g3449331 

295 

l.Oe-165 

342 

28 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



143306 

LIB3168-025-P1-K1-H2 
BLASTX 



17660 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
356 

8.0e-34 

66 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143307 

LIB3168-025-P1-K1-H3 

BLASTX 

gl628583 

179 

4.0e-13 

70 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143308 

LIB3168-025-P1-K1-H4 

BLASTX 

gll2741 

680 

9.0e-72 

126 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albiomin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143309 

LIB3168-025-P1-K1-H5 

BLASTX 

gll2682 

544 

7.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143310 

LIB3168-025-P1-K1-H6 

BLASTN 

g3236234 

359 

O.Oe+00 



17661 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



# 

375 
99 

Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



143311 

LIB3168-025-P1-K1-H8 
BLASTX 
gll2741 
655 

6.0e-69 
125 
98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(224744) 2S albumin isofom 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143312 

LIB3168-025-P1-K1-H9 

BLASTX 

gll2682 

544 

7.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143313 

LIB3168-026-P1-K1-A10 

BLASTX 

gll2737 

526 

9.0e-54 

129 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143314 

LIB3168-026-P1-K1-A11 

BLASTX 

gll2741 

680 

8.0e-72 



17662 



Match length 
% identity 
-NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z2474 4) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143315 

LIB3168-026-P1-K1-A12 

BLASTX 

gl628583 

611 

9.0e-64 

117 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143316 

LIB3168-026-P1-K1-A2 

BLASTX 

gll2681 

216 

l.Oe-17 

72 

62 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143317 

LIB3168-026-P1-K1-A3 

BLASTX 

g2129659 

485 

6.0e-49 

127 

79 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143318 

LIB3168-026-P1-K1-A4 

BLASTX 

gl628583 

371 

6.0e-36 

75 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 



17663 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143319 

LIB3168-026-P1-K1-A5 

BLASTX 

gll2737 

513 

3.0e-52 

127 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143320 

LIB3168-026-P1-K1-A6 

BLASTX 

gl628583 

390 

4.0e-41 

99 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143321 

LIB3168-026-P1-K1-A7 

BLASTX 

gll2682 

326 

2.0e-30 

101 

66 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143322 

LIB3168-026-P1-K1-A8 

BLASTX 

gl628583 

375 

2.0e-42 

102 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



143323 



17664 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-02 6-P1-K1-A9 

BLASTX 

gl628583 

365 

5,0e-35 

108 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143324 

LIB3168-026-P1-K1-B1 

BLASTX 

gll2682 

564 

3,0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143325 

LIB3168-026-P1-K1-B10 

BLASTX 

gll2737 

495 

4.0e-50 

107 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albiomin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143326 

LIB3168-026-P1-K1-B11 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaldana] 



Seq, No. 
Seq. ID 

Method 
NCBI GI 



143327 

LIB3168-026-P1-K1-B12 

BLASTX 

gll2681 



17665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



489 

2.0e-49 ^ 

134 . 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 




Seq. No. 


143328 


Seq. ID 


TTooiiCo nOiC Di Ti^i oo 
LIBoioo-Uz 0-Fl— J\l— Jd^ 


Metnoa 


BLAoTX 




gz iiiz 


BLAST score 


225 


E value 


2.0e-18 


Match length 


48 


% identity 


85 


NCBI Description 


(X59805) cruciferin [Raphanus sativus] 


Seq. No. 


143329 


Seq. ID 


LIB3168-026-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


457 


E value 


9.0e-46 


Match length 


118 


% identity 


76 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



604_pir 808509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb__CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143330 

LIB3168-026-P1-K1-B4 

BLASTN 

g2244950 

244 

l.Oe-135 

345 

98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143331 

LIB3168-026-P1-K1-B5 

BLASTX 

g2058280 

559 

l.Oe-57 

120 

88 

(X97381) atran3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



143332 

LIB3168-026-P1-K1-B6 



17666 



Method 
NCBI ^GI . 
aIBL^ST' score ' - 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 
gll2739 ^ 

4 61 ^ •- ^^^y^^ , . . J - ' ^ ' 

4.0e-'46 - 
117 ' 
11 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb__CAA80871_ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB3884 5.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

143333 

LIB3168-026-P1-K1-B7 

BLASTX 

gll2681 

570 

6.0e-59 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143334 

LIB3168-026-P1-K1-B9 

BLASTX 

gl628583 

639 

5.0e-67 

129 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143335 

LIB3168-026-P1-K1-C1 

BLASTX 

gl628583 

620 

8.0e-65 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143336 

LIB3168-026-P1-K1-C10 

BLASTX 

gl628583 

557 



17667 



® 



E value 
Match length 
* %. -identity ^ 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 
107 

97 • - • 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2 8 4 24 95_emb_CAAl 68 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143337 

LIB3168-026-P1-K1-C11 

BLASTX 

gll2681 

538 

3.0e-55 

127 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143338 

LIB3168-026-P1-K1-C12 

BLASTX 

gl628583 

631 

4.0e-66 

125 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143339 

LIB3168-026-P1-K1-C2 

BLASTX 

gll2737 

480 

2.0e-48 

108 

84 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143340 

LIB3168-026-P1-K1-C3 
-BLASTX 
g4468804 
226 

7.0e-19 

78 

49 



17668 



NCBI Description 



(AL035601) putative protein [Arabidopsis thaliana] 



Ssq . No . ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143341 - 

LIB3168-026-P1-K1-C5 

BLASTX 

gll2681 

709 

3.0e-75 

134 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_erab_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143342 

LIB3168-026-P1-K1-C6 

BLASTX 

gl628583 

638 

6.0e-67 

125 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143343 

LIB3168-026-P1-K1-C7 

BLASTX 

gll2737 

205 

4.0e-16 

100 
46 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143344 

LIB3168-026-P1-K1-C9 

BLASTX 

gl628583 

597 

3.0e-62 

117 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



143345 



17669 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-026-P1-K1-D1 
BLASTX 

gll2681 : ^ ' ' ' ' ^ 

408 ' " ' 

6.0e-40 

82 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CElAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143346 

LIB3168-026-P1-K1-D10 

BLASTX 

g2317913 

539 

2.0e-55 

106 

99 

(U89959) cathepsin B-like cysteine proteinase [Arabidopsis 
thaliana] 

143347 

LIB3168-026-P1-K1-D11 

BLASTX 

g3273751 

441 

8.0e-44 

124 

69 

(AF061518) manganese superoxide dismutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143348 

LIB3168-026-P1-K1-D12 

BLASTX 

gl628583 

366 

5.0e-35 

99 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143349 

LIB3168-026-P1-K1-D2 

BLASTX 

gl628583 

654 

8.0e-69 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892__ {AL021749) 12S 



17670 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin seed storage protein [Arabidopsis thaliana] 

F4-3350 " 

LIB3168-026-Pl-Ki-D3 

BLASTN 

g4510392 

201 

l.Oe-109 

217 

98 

Arabidopsis thaliana chromosome II BAG T17D12 genomic 
sequence, complete sequence 

143351 

LIB3168-026-P1-K1-D4 

BLASTX 

gl628583 

435 

2.0e-43 

92 

92 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143352 

LIB3168-026-P1-K1-D5 

BLASTX 

gll2741 

556 

3.0e-57 

125 

86 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-026-P1-K1-D6 



143353 
LIB3168- 
BLASTX 
gll2739 
420 

2.0e-41 

122 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



17671 



Seq. No. 

Seq. ID 

Method , 

NCBI GI*' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143354 

LIB3168-026-P1-K1-D7 

BLASTX ^ -r^. " ' ^ ..... 

gll2741 

655 

7.0e-69 

124 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143355 

LIB316|-026-Pl-Kl-D8 

BLASTX " ' 

gll2682 

615 

3.0e-64 

133 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143356 

LIB3168-026-P1-K1-D9 

BLASTX 

gll2681 

558 

2.0e-57 

131 

83 

125 SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143357 

LIB3168-026-P1-K1-E1 

BLASTX 

gl628583 

553 

5.0e-57 

115 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 



143358 



17672 



Seq. ID 

Method 

NteSI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-026-P1-K1-E10 
BLASTX 

gi'6^28583 *- ' 

333 

9.0e-32 

71 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143359 

LIB3168-026-P1-K1-E11 

BLASTX 

gll2681 

550 

l.Oe-56 

130 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


143360 


Seq. ID 


LIB3168-026-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2829898 


BLAST score 


373 


E value 


8.0e-36 


Match length 


93 


% identity 


76 


NCBI Description 


(AC002311) Hypothetical protein [Arabi 


Seq. No, 


143361 


Seq. ID 


LIB3168-026-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


589 


E value 


4.0e-61 


Match length 


121 


% identity 


93 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143362 

LIB3168-026-P1-K1-E3 

BLASTX 

gl628583 

522 

3.0e-53 

100 

98 



17673 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
^thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein .^rabido^sis thaliana] 

143363 

LIB3168-026-P1-K1-E4 

BLASTX 

gll2681 

499 

l.Oe-50 

132 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143364 

LIB3168-026-P1-K1-E5 

BLASTX 

gl628583 

663 

7.0e-70 

127 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143365 

LIB3168-026-P1-K1-E6 

BLASTN 

g4589437 

383 

O.Oe+00 

395 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143366 

LIB3168-026-P1-K1-E7 

BLASTX 

g3242328 

461 

4.0e-46 

114 
76 

(X98083) cinnamoyl-CoA reductase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143367 

LIB3168-026-P1-K1-E9 

BLASTX 

gl628583 

72 

7.0e-61 



17674 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



123 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143368 

LIB3168-026-P1-K1-F1 

BLASTX 

gl628583 

519 

5.0e-53 

120 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143369 

LIB3168-026-P1-K1-F10 

BLASTX 

gl628583 

610 

l.Oe-63 

124 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143370 

LIB3168-026-P1-K1-F11 

BLASTN 

g4544365 

329 

O.Oe+00 

395 

96 

Arabidopsis thaliana chromosome II BAG F26H6 genomic 
sequence, complete sequence 

143371 

LIB3168-026-P1-K1-F12 

BLASTX 

gl628583 

692 

3.0e-73 

132 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143372 

LIB3168-026-P1-K1-F2 

BLASTX 

g2129657 



17675 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



446 

2.0e-44 

120 ^'"^ 
78 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi__987016_erab_CAA90878_ {Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143373 

LIB3168-026-P1-K1-F3 

BLASTN 

g2244788 

275 

l.Oe-153 

318 

96 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143374 

LIB3168-026-P1-K1-F6 

BLASTX 

gll2743 

513 

3.0e-52 

119 

83 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_l 66617 (M22033) albxomin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ {AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

143375 

LIB3168-026-P1-K1-F7 

BLASTN 

g3033373 

280 

l.Oe-156 

402 
98 

Arabidopsis thaliana chromosome II BAG F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143376 

LIB3168-026-P1-K1-F8 

BLASTX 

gl628583 

493 

4.0e-50 

102 
93 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 2842495 emb CAA16892 (AL021749) 12S 



17676 



cruciferin seed storage protein [Arabidopsis thaliana] 



Sqq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143377 .4- 

LIB3168-026-P1-K1-F9 

BLASTX 

gll69476 

568 

l.Oe-58 

112 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04 632) 
vitronectin-like adhesion protein [Nicotiana tabacinn] 

143378 

LIB3168-026-P1-K1-G1 

BLASTX 

g2190554 

464 

2.0e-46 

109 

77 

{AC001229) Similar to Arabidopsis cytochrome P450 CYP90 
(gb_X87367) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143379 

LIB3168-026-P1-K1-G10 

BLASTX 

gl628583 

635 

l.Oe-66 

123 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143380 

LIB3168-026-P1-K1-G11 

BLASTN 

g4519195 

155 

9.Ge-82 

355 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143381 

LIB3168-026-P1-K1-G12 

BLASTX 

gl628583 

674 

4.0e-71 

129 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17677 



thaliana] >gi_28424 95_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143382 

LIB3168-026-P1-K1-G2 

BLASTN 

g4539309 

340 

O.Oe+00 

379 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F19H22 
(ESSA project) 



Seq. No. 


143383 


Seq. ID 


LIB3168-026-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4538979 


BLAST score 


186 


E value 


6.0e-14 


Match length 


98 


% identity 


52 


NCBI Description 


{AL049487) putative protein 


Seq. No. 


143384 


Seq. ID 


LIB3168-026-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


329 


E value 


l.Oe-30 


Match length 


97 


% identity 


73 


NCBI Description 


oleosin isoform - Arabidops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (254165) oleosin 
[Arabidopsis thaliana] 

143385 

LIB3168-026-P1-K1-G5 

BLASTN 

g3335170 

115 

5.0e-58 

290 

97 

Arabidopsis thaliana embryo-specific protein 3 (ATS3) gene, 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143386 

LIB3168-026-P1-K1-G6 

BLASTX 

gl628583 

64 

l,Ge-51 

118 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17678 



Seq. No. 


143387 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gI864017 


BLAST score 


573 


E value 


3.0e-59 


Match length 


110 


% identity 


99 


NCBI Description 


{D63396) 


Seq. No, 


143388 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


638 


E value 


6.0e-67 


Match length 


125 


% identity 


98 


NCBI Description 


(U66916) 




thaliana 



thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



026-P1-K1-G7 



elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S cruciferin seed storage protein [Arabidopsis 
>gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143389 

LIB3168-026-P1-K1-G9 

BLASTX 

g3687228 

269 

7.0e-24 

54 

93 

(AC005169) putative raalate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143390 

LIB3168-026-P1-K1-H1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143391 

LIB3168-026-P1-K1-H10 

BLASTX 

g2129639 

347 

3.0e-33 

69 

99 

luminal binding protein (BiP) 



Arabidopsis thaliana 



17679 



>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 


i4^jyz 


Seq. ID 


LIB3168-026-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g212965y 


BLAST score 


156 


E value 


2 . Oe-10 


Match length 


55 


% identity 


60 


NCBI Description 


oleosin, isoform 21K - Arabidopsis thaliana >gi 725260 




(L40954) oleosin [Arabidopsis thaliana] 


Seq. No. 


143393 


Seq. ID 


LIB3168-026-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g21112 


BLAST score 


215 


E value 


3 . Oe-17 


Match length 


48 


% identity 


83 


NCBI Description 


{X59805) cruciferin [Raphanus sativus] 


Seq. No. 


143394 


Seq. ID 


LIB3168-026-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


675 


E value 


3.0e-71 


Match length 


131 


^ identity 


98 


NCBI Description 


{U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB3168-026-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


215 


E value 


3. Oe-17 


Match length 


99 


% identity 


48 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143396 

LIB3168-026-P1-K1-H6 

BLASTX 

gl628583 

529 



17680 



E value 


3.0e-54 


Match length 


103 


iQem-iTiy 




NCBI Desciription 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




tnaiianaj >gi zo4z4y3 eroD laaloo^z (ALUzl/4y) izS 




crucizenn seeu. suorage procem [i-iraDiaopsis rnaxianaj 


C? \T A 

beq, NO. 


±4 ooy / 


octj . ±U 


ijlDOJ-DO UZO rl iXX n / 






NCBI GI 


gl370186 


BLAST score 


470 


E value 


o . ue-4 / 


Match length 


yo 


% identity 




NCBI Description 


(£i/oy4zj KAb/L [Louus japonicusj 


beg. NO. 


i4ooyo 


oeg. xjj 


LiloO X Oo U-c D r 1 J\l no 


Lit; LiitJkA 




NCBI GI 


g2765441 


BLAST score 


267 


E value 


± . ue 1 4 0 


Match length 




% identity 


y / 


NCBI Description 


Arabidopsis thaliana rtiRNA for ethylene-regulated transcript 


Seq. No- 


143399 


beg. lu 


LlBJl bo— U^o-ri-Kl-Hy 




Dliiib i A 




gi DZoO 0 ^ 


niiiibi score 




E value 


2.0e-67 


Match length 


132 


% identity 


yy 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143400 


beq. lu 


LIBolbo-Uz /-Pl-Kl-Al 


ixiei-noQ 


DljAb i A 




gj. IZ DO 1 




J J u 


Cj VciXUc 




riaL-cn ienynn 




% identity 


76 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 pir S08509 




cruciferin precursor (CRAl) - Arabidopsis thaliana 




>gi_lDbb7b (M37247) 12S storage protein CRAl [Arabidopsis 




thaliana] >gi_808936__einb_CAA32493_ (X14312) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


143401 


Seq. ID 


LIB3168-027-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl628583 



17681 



BLAST score 
E value 
Match Length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

3,0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143402 

LIB3168-027-P1-K1-A11 

BLASTN 

g4263774 

189 

l.Oe-102 

475 

91 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143403 

LIB3168-027-P1-K1-A12 

BLASTN 

g2828180 

234 

l.Oe-129 

451 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4, complete sequence [Arabidopsis thaliana] 

143404 

LIB3168-027-P1-K1-A3 

BLASTX 

gl628583 

351 

3.0e-56 

117 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143405 

LIB3168-027-P1-K1-A4 

BLASTX 

gll2682 

648 

5.0e-68 

150 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



143406 



17682 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-027-P1-K1-A5 

BLASTX 

g2129657 

398 

l.Oe-38 

109 

77 

oleosin isoforra - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



143407 

LIB3168-027-P1-K1-A6 

BLASTN 

g3869071 

86 

2.0e-40 

118 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIL23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143408 

LIB3168-027-P1-K1-A7 

BLASTN 

g2244829 

77 

8.0e-36 

92 

97 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



143409 

LIB3168-027-P1-K1-A9 

BLASTX 

gl628583 

648 

4.0e-68 

125 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143410 

LIB3168-027-P1-K1-B1 

BLASTX 

g2829893 

494 

3.0e-50 

96 

98 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 



Seq. No. 



143411 



17683 



Seq. ID 


LIBJlbo 


Method 


QT TV OfPV 


NCBI GI 


gllz /4>5 


BLAST score 


680 


E value 


9.0e-72 


Match length 


145 


% identity 


88 


NCBI Description 


2S SEED 




PROTEIN 



-Pl-Kl-BlO 



TORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
>gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 28 subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA80869_ 
{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143412 

LIB3168-027-P1-K1-B12 

BLASTX 

gl628583 

272 

4.0e-24 

88 

62 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143413 

LIB3168-027-P1-K1-B2 

BLASTX 

gll2741 

525 

9,0e-54 

98 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855__pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi__166616 {M22033) albumin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143414 

LIB3168-027-P1-K1-B3 

BLASTX 

g3335171 

72 

2.0e-ll 

61 

65 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143415 

LIB3168-027-P1-K1-B4 

BLASTX 

gl628583 



17684 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



717 

4.0e-76 

138 

99 

(U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143416 

LIB3168-027-P1-K1-B5 

BLASTX 

gl628583 

541 

2.0e-55 

120 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143417 

LIB3168-027-P1-K1-B8 

BLASTX 

g2924258 

168 

2.0e-12 

50 
64 

(Z00044) RNA polymerase beta'' subunit [Nicotiana tabacum] 
143418 

LIB3168-027-P1-K1-B9 

BLASTX 

gl628583 

621 

8.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143419 

LIB3168-027-P1-K1-C1 

BLASTX 

gl628583 

532 

2.0e-54 

100 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143420 

LIB3168-027-P1-K1-C10 
BLASTX 



17685 





fl 

^ X X ^ / 1 


BLAST score 


381 


F. V3 1 HP 
J— 1 V d _L_ 'wX ^ 


9.0e-37 


Match length 


68 


% identity 


100 


NCBI Description 


2S SEED 



PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 28 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143421 

LIB3168-027-P1-K1-C11 

BLASTX 

g449Q295 

594 

l.Oe-61 

137 
81 

(AL035678) hypothetical protein [Arabidopsis thaliana] 
143422 

LIB3168-027-P1-K1-C12 

BLASTX 

gll2682 

650 

3.0e-68 

148 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143423 

LIB3168-027-P1-K1-C2 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143424 

LIB3168-027-P1-K1-C5 

BLASTX 

g4539005 

728 

2.0e-77 

148 
99 



17686 



NCBI Description 



(AL049481) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143425 

LIB3168-027-P1-K1-C6 

BLASTX 

gl35858 

375 

6.0e-36 

76 

97 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ {X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143426 

LIB3168-027-P1-K1-C7 

BLASTX 

gl628583 

791 

9.0e-85 

153 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143427 

LIB3168-027-P1-K1-C9 

BLASTX 

gl628583 

403 

3.0e-39 

112 

73 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143428 

LIB3168-027-P1-K1-D1 

BLASTX 

gll2681 

644 

l.Oe-67 

147 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



143429 



17687 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-027-P1-K1-D10 

BLASTX 

g3292816 

479 

3.0e-48 

111 
86 

(AL031018) putative fizzy-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143430 

LIB3168-027-P1-K1-D11 

BLASTX 

gl628583 

440 

l.Oe-43 

118 

75 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143431 

LIB3168-027-P1-K1-D12 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143432 

LIB3168-027-P1-K1-D2 

BLASTN 

g2842474 

196 

l.Oe-106 

280 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

143433 

LIB3168-027-P1-K1-D3 

BLASTX 

gll2681 

661 

2.0e-69 

151 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 



17688 



# 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143434 

LIB3168-027-P1-K1-D4 

BLASTX 

gll2681 

685 

2-0e-72 

138 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8160 4_pir ^308509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143435 

LIB3168-027-P1-K1-D5 

BLASTX 

g4204298 

573 

3.0e-59 

144 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143436 

LIB3168-027-P1-K1-D7 

BLASTX 

gl628583 

562 

6.0e-58 

120 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143437 

LIB3168-027-P1-K1-D8 

BLASTX 

g4586047 

254 

2.0e-22 

110 

55 

{AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945.1_AF08527 9_18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143438 

LIB3168-027-P1-K1-D9 

BLASTX 

g4678285 

432 

l.Oe-42 



17689 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
53 

{AL049660) putative protein [Arabidopsis thaliana] 
143439 

LIB3168-027-P1-K1-E10 

BLASTN 

g4159702 

226 

l.Oe-124 

392 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2N11, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



143440 

LIB3168-027-P1-K1-E11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143441 

LIB3168-027-P1-K1-E2 

BLASTX 

gll2681 

665 

5.0e-70 

151 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir SO8509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143442 

LIB3168-027-P1-K1-E4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143443 

LIB3168-027-P1-K1-E5 

BLASTX 

gl345973 



17690 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



567 

2.0e-58 

122 

85 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

143444 

LIB3168-027-P1-K1-E6 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

{U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



143445 

LIB3168-027-P1-K1-E7 

BLASTX 

gll2681 

588 

5.0e-61 

149 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143446 

LIB3168-027-P1-K1-E8 

BLASTX 

gll2681 

644 

2.0e-67 

147 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



143447 

LIB3168-027-P1-K1-E9 
BLASTN 



17691 





d 


1 


0 




g4455348 






98 




E value 


3 


.Oe-48 




Match length 


122 






96 




NCBI Description 


Arabidopsis thaliana 


DNA chromosome 4, BAG clone T13J8 




(ESSAII project) 





Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143448 

LIB3168-027-P1-K1-F10 

BLASTX 

gll2737 

624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870__ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143449 

LIB3168-027-P1-K1-F12 

BLASTX 

g3355477 

641 

3.0e-67 

149 

46 

{AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143450 

LIB3168-027-P1-K1-F2 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143451 

LIB3168-027-P1-K1-F3 

BLASTX 

gl36739 

355 

l.Oe-33 

112 

63 

UTP~GLUC0SE-1-PH0SPHATE URIDYLYL TRANSFERASE (UDP-GLUCOSE 
PYROPHOSPHORYLASE) (UDPGP) >gi_670 61__pir ^XNPOU 



17692 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

143452 

LIB3168-027-P1-K1-F4 

BLASTN 

g2656031 

324 

O.Oe+00 

424 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 

143453 

LIB3168-027-P1-K1-F5 

BLASTX 

gl628583 

541 

2.0e-55 

120 

88 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143454 

LIB3168-027-P1-K1-F6 

BLASTX 

g2494320 

470 

4.0e-47 

150 
67 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb__CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

143455 

LIB3168-027-P1-K1-F7 

BLASTX 

gl628583 

232 

3.0e-19 

87 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143456 

LIB3168-027-P1-K1-F8 

BLASTX 

gll2737 

624 

3.0e-65 



17693 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 
82 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143457 

LIB3168-027-P1-K1-G1 

BLASTX 

gl628583 

756 

l.Oe-80 

149 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143458 

LIB3168-027-P1-K1-G11 

BLASTX 

gll2681 

635 

2.0e-66 

145 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143459 

LIB3168-027-P1-K1-G12 

BLASTX 

gll2682 

646 

9.0e-68 

147 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143460 

LIB3168-027-P1-K1-G2 

BLASTX 

g2160146 

418 

5.0e-41 
137 



17694 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AC000375) Strong similarity to Arabidopsis 

gb_X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

143461 

LIB3168-027-P1-K1-G3 

BLASTX 

g81546 

243 

2.0e-20 

153 

35 

alpha-globulin type B precursor 
(fragment) 



(tandem 1) - upland cotton 



143462 

LIB3168-027-P1-K1-G4 

BLASTX 

gl628583 

687 

l.Oe-72 

151 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


143463 


Seq. ID 


LIB3168-027-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4469003 


BLAST score 


690 


E value 


6.0e-73 


Match length 


150 


% identity 


87 


NCBI Description 


(AL035602) putative prot 


Seq. No. 


143464 


Seq. ID 


LIB3168-027-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


340 


E value 


4.0e-32 


Match length 


84 


% identity 


81 


NCBI Description 


2S SEED STORAGE PROTEIN 



Seq. No. 
Seq. ID 
Method 



1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1__ (ALG35680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143465 

LIB3168-027-P1-K1-G8 
BLASTX 



17695 



NCBI GI 


gl628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143466 

LIB3168-027-P1-K1-G9 

BLASTX 

gll2681 

756 

l.Oe-80 

148 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143467 

LIB3168-027-P1-K1-H1 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143468 

LIB3168-027-P1-K1-H10 

BLASTX 

g2605714 

464 

2.0e-4 6 

112 

83 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143469 

LIB3168-027-P1-K1-H11 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17696 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143470 

LIB3168-027-P1-K1-H2 

BLASTlt 

g2444180 

560 

9.0e-58 

136 

84 

(U94785) unconventional myosin [Helianthus annuus] 
143471 

LIB3168-027-P1-K1-H3 

BLASTX 

gl628583 

620 

l,0e-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143472 

LIB3168-027-P1-K1-H6 

BLASTX 

g3879811 

148 

2.0e-09 

45 

56 

{Z66524) Homology with Squid retinal-binding protein (FIR 
Acc. No. A53057) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143473 

LIB3168-027-P1-K1-H9 

BLASTN 

g4581161 

269 

l.Oe-149 

423 

95 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 

143474 

LIB3168-028-P1-K1-A1 

BLASTN 

g2656026 

281 

l.Oe-157 

362 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



Seq. No. 



143475 



17697 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-028-P1-K1-A10 

BLASTX 

g4204277 

6E7 

l.Oe-72 

128 

98 

(AC004146) 



Hypothetical protein [Arabidopsis thaliana] 



143476 

LIB3168-028-P1-K1-A11 

BLASTX 

gl628583 

562 

6.0e-58 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143477 

LIB3168-028-P1-K1-A3 

BLASTX 

gll2739 

493 

7.0e-50 

127 

78 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 {M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_einb_CAA80871_ 
{Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



143478 

LIB3168-028-P1-K1-A4 

BLASTN 

g4757403 

240 

l.Oe-132 

416 

99 

Arabidopsis thaliana genomic DNA, 
MJL12, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143479 

LIB3168-028-P1-K1-A5 

BLASTX 

g3600031 

533 

l.Oe-54 

130 

84 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 



17698 



acid aldolases [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143480 

LIB3168-028-P1-K1-A6 

BLASTN 

g4314374 

348 

O.Oe+00 

364 

99 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143481 

LIB3168-028-P1-K1-A7 

BLASTX 

gll2682 

591 

2.0e-61 

137 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143482 

LIB3168-028-P1-K1-A8 

BLASTX 

gl628583 

699 

5.0e-74 

138 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143483 

LIB3168-028-P1-K1-A9 

BLASTX 

g3169172 

416 

5.0e-41 

112 

68 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143484 

LIB3168-028-P1-K1-B1 

BLASTX 

gll2681 

268 

6.0e-45 



17699 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
81 

12S SEED STOEIAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143485 

LIB3168-028-P1-K1-B2 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 128 cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


143486 


Seq. ID 


LIB31 68-02 0-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl497987 


BLAST score 




E value 


4.0e-38 


Match length 


140 


% identity 


57 


NCBI Description 


(U62798) SCARECROW [Arabidopsis thaliana] 


Seq. No. 


143487 


Seq. ID 


LIB3168-028-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3914468 


BLAST score 


312 


E value 


l.Oe-28 


Match length 


114 


% identity 


56 


NCBI Description 


26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR 


>gi 478411 pir JQ2257 nuclear antigen 21D7 - 




>gi_217 911_dbj_BAA02696_ {D13434) 21D7 antigei 




carota] 


Seq. No. 


143488 


Seq. ID 


LIB3168-028-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


318 


E value 


2.0e-29 


Match length 


60 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 



98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143489 

LIB3168-028-P1-K1-B9 



17700 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g2564047 

34 

l.Oe-09 

130 

79 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB21, complete sequence [Arabidopsis thaliana] 

143490 

LIB3168-028-P1-K1-C1 

BLASTX 

g4204299 

199 

6.0e-37 

86 

95 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143491 

LIB3168-028-P1-K1-C11 

BLASTN 

g3461834 

44 

7.0e-16 

102 

93 

Arabidopsis thaliana chromosome II BAG T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143492 

LIB3168-028-P1-K1-C12 

BLASTX 

gl628583 

619 

l.Oe-64 

126 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143493 

LIB3168-028-P1-K1-C2 

BLASTX 

g2190554 

169 

4.0e-14 

78 

50 

(AC001229) Similar to Arabidopsis cytochrome P450 CYP90 
(gb_X87367) . [Arabidopsis thaliana] 

143494 

LIB3168-028-P1-K1-C4 
BLASTX 



17701 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g401169 
203 

3.0e-16 

43 

93 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
143495 

LIB3168-028-P1-K1-C6 

BLASTX 

g2129657 

335 

2.0e-31 

97 

74 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_einb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016__emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 

143496 

LIB3168-028-P1-K1-D1 

BLASTX 

g21112 

265 

4.0e-23 

60 

83 

(X59805) cruciferin [Raphanus sativum] 
143497 

LIB3168-028-P1-K1-D11 

BLASTX 

gl628583 

578 

6.0e-60 

112 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143498 

LIB3168-028-P1-K1-D12 

BLASTX 

g2853090 

442 

6.0e-44 

91 

98 

(AL021768) small GTP-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143499 

LIB3168-028-P1-K1-D3 

BLASTN 

g4589409 



17702 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

l.Oe-127 

360 

32 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
F17P19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143500 

LIB3168-028-P1-K1-D4 

BLASTX 

gll2741 

630 

6.0e-66 

117 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



O C ^^ • ViKJ * 


X Tt J VJ X 


Seq, ID 


LIB3168-028-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


169 


E value 


4.0e-38 


Match length 


110 


% identity 


64 


NCBI Description 


(U12757) diphenol oxidase 


Seq. No. 


143502 


Seq. ID 


LIB3168-028-P1-K1-D6 


Method 


BLASTX ' 


NCBI GI 


g2982440 


BLAST score 


236 


E value 


3.0e-40 


Match length 


122 


% identity 


73 


NCBI Description 


(AL022224) terpene cyclase 




thaliana] 


Seq. No. 


143503 


Seq. ID 


LIB3168-028-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


547 


E value 


3.0e-56 


Match length 


131 


% identity 


80 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17703 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143504 

LIB3168-028-P1-K1-D8 

BLASTX 

gll2737 

220 

4.0e-18 

52 
85 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albiomin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844,l_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143505 

LIB3168-028-P1-K1-D9 

BLASTN 

g4589409 

34 

l.Oe-09 

69 

27 

Arabidopsis thaliana genomic 
F17P19/ complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143506 

LIB3168-028-P1-K1-E1 

BLASTX 

g629602 

118 

2.0e-19 

86 

53 

probable imbibition protein - wild cabbage 
>gi_488787_eitib_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143507 

LIB3168-028-P1-K1-E11 

BLASTX 

g3335169 

736 

2.0e-78 

136 

100 

{AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143508 

LIB3168-028-P1-K1-E3 

BLASTN 

gl313927 

45 



17704 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



4.0e-16 

191 

82 

B.oleracea mRNA for IFA binding protein (splO) 
143509 

LIB3168-028-P1-K1-E4 

BLASTX 

gl628583 

493 

3.0e-60 

123 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143510 

LIB3168-G28-P1-K1-E5 

BLASTN 

gl66569 

234 

l.Oe-129 

238 

100 

Arabidopsis thaliana glycine rich protein {RAB18) gene, 
complete cds 

143511 

LIB3168-028-P1-K1-E6 

BLASTX 

gl628583 

426 

3.0e-42 

97 

86 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143512 

LIB3168-028-P1-K1-E9 

BLASTX 

gl20675 

434 

5.0e-43 

106 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

143513 

LIB3168-G28-P1-K1-F1 
BLASTN 



17705 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128139 
149 

4.0e-78 

418 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIK19, complete sequence [Arabidopsis thaliana] 

143514 

LIB3168-028-P1-K1-F10 

BLASTN 

g3319359 

296 

l.Oe-166 

355 

95 

Arabidopsis thaliana BAG T7M24 



143515 

LIB3168-028-P1-K1-F11 

BLASTX 

gll2741 

704 

l.Oe-74 

133 

98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



PI clone: 



3 PRECURSOR {2S ALBUMIN STORAGE 
_ _ NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albinnin 23 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143516 

LIB3168-028-P1-K1-F12 

BLASTN 

gl66609 

175 

l.Oe-93 

427 

82 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

143517 

LIB3168-028-P1-K1-F2 

BLASTN 

g3056579 

407 

O.Oe+00 

427 

99 

Arabidopsis thaliana BAC T1F9 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 



143518 



17706 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-028-P1-K1-F4 

BLASTX 

gl628583 

486 

5.0e-49 

127 
76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Sea- No. 


143519 


«^ • J- 


LIB31 68-028 -P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


147 


E value 


l.Oe-15 


Match length 


91 


% identity 


54 


NCBI Description 


{AL022604) putative prot 


Seq. No. 


143520 


Seq. ID 


LIB3168-028-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


712 


E value 


l.Oe-75 


Match length 


134 


% identity 


99 


NCBI Description 


2S SEED STORAGE PROTEIN 



3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143521 

LIB3168-028-P1-K1-F7 

BLASTX 

gll2739 

354 

8,0e-34 

88 

81 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143522 

LIB3168-028-P1-K1-F8 

BLASTX 

gll2681 



17707 





714 


"^ra 1 n #a 

Hi v a J- U.\? 


8 Oe-76 




140 


% identity 


96 


NCBI Description 


12S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16€676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143523 

LIB3168-028-P1-K1-G1 

BLASTX 

gl628583 

554 

5.0e-57 

120 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



143524 

LIB3168-028-P1-K1-G11 

BLASTN 

g4159712 

65 

4.0e-28 

113 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

143525 

LIB3168-028-P1-K1-G12 

BLASTX 

gl628583 

559 

l.Oe-57 

141 

79 

(U66916) 12S -cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143526 

LIB3168-028-P1-K1-G2 

BLASTX 

g2702272 

581 

3.0e-60 

140 

35 

(AC003033) hypothetical protein [Arabidopsis thaliana] 
143527 

LIB3168-028-P1-K1-G3 



17708 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4758340 

163 

3-Oe-ll 

130 

33 

phenylalanine-tRNA synthetase-like >gi_2102679 {U07424) 
putative tRNA synthetase-like protein [Homo sapiens] 
>gi_4104935__gb_AAD02221_ (AF042347) putative 
phenylalanyl-tRNA synthetase alpha-subunit ; PheHA [Homo 
sapiens] 

143528 

LIB3168-028-P1-K1-G4 

BLASTX 

gl628583 

607 

3.0e-63 

120 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143529 

LIB3168-028-P1-K1-G6 

BLASTX 

gl628583 

623 

3.0e-65 

121 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi^2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143530 

LIB3168-028-P1-K1-G7 

BLASTX 

g729479 

235 

9.0e-20 

91 

58 

FERREDOXIN—NADP REDUCTASE PRECURSOR (FNR) >gi_551131 
(U14956) ferredoxin NADP+ reductase precursor [Vicia faba] 

143531 

LIB3168-028-P1-K1-G9 

BLASTX 

gll2682 

582 

3.0e-60 

137 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 85 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143532 

LIB3168-028-P1-K1-H1 

BLASTX 

gl628583 

562 

5.0e-58 

120 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143533 

LIB3168-028-P1-K1-H10 

BLASTX 

gll2682 

682 

5.0e-72 

140 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143534 

LIB3168-028-P1-K1-H11 

BLASTX 

gl628583 

414 

l.Oe-40 

120 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143535 

LIB3168-028-P1-K1-H2 

BLASTX 

gll2682 

585 

l.Oe-60 

140 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



143536 



17710 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-028-P1-K1-H3 

BLASTX 

gl402904 

673 

5.0e-71 

130 

98 

{X98313) peroxidase [Arabidopsis thaliana] 
143537 

LIB3168-028-P1-K1-H4 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 128 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143538 

LIB3168-028-P1-K1-H5 

BLASTX 

gll2682 

563 

5.0e-58 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir 808 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ {XI 4 313) 128 seed 
storage protein [Arabidopsis thaliana] 

143539 

LIB3168-028-P1-K1-H6 

BLASTX 

gl628583 

431 

7.0e-43 
87 

94^ 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143540 

LIB3168-028-P1-K1-H9 

BLASTN 

g395203 

176 

3.0e-94 

346 

67 

A. thaliana 2S albumin gene isoforms 1 and 2, complete CDS's 



17711 



Seq. No. 

Seq. ID 

Method 

^TCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143541 

LIB3168-029-P1-K1-A1 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR [2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir ^NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq, No. 


143542 


Seq, ID 


LIB3168-029-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g32935B2 


BLAST score 


105 


E value 


5.0e-52 


Match length 


117 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T15F16 


Seq. No. 


143543 ' 


Seq. ID 


LIB3168-029-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


820 


E value 


4.0e-88 


Match length 


156 


% identity 


100 


NCBI Description 


{U66916) 12S cruciferin seed storage 



thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143544 

LIB3168-029-P1-K1-A12 

BLASTX 

gll2682 

669 

2.0e-70 

152 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M3724 8) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143545 

LIB3168-029-P1-K1-A2 

BLASTX 

gl628583 

564 



17712 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-58 

119 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143546 

LIB3168-029-P1-K1-A3 

BLASTX * 

gll2681 

662 

l.Oe-69 

150 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143547 

LIB3168-029-P1-K1-A4 

BLASTX 

g2129641 

751 

5.0e-80 

136 

100 

major latex protein type 1 - Arabidopsis thaliana 
>gi__1107493_einb__CAA63026_ (X91960) major latex protein 
typel [Arabidopsis thaliana] 

143548 

LIB3168-029-P1-K1-A5 

BLASTX 

gll2682 

194 

5.0e-15 

38 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143549 

LIB3168-029-P1-K1-A6 

BLASTX 

gl621268 

585 

l.Oe-60 

128 

88 

(Z81012) unJcnown [Ricinus communis] 



17713 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



143550 

LIB3168-029-P1-K1-B1 

BLASTX 

gll2737 

682 

6.0e-72 

156 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143551 

LIB3168-029-P1-K1-B10 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143552 

LIB3168-029-P1-K1-B12 

BLASTX 

g2492953 

197 

3.0e-15 

86 

48 

CHORISMATE SYNTHASE 2 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 2) 

>gi_542027_pir S40409 chorismate synthase (EC 4.6.1, 

precursor - tomato >gi_410484_emb_CAA79854_ {Z21791) 
chorismate synthase 2 [Lycopersicon esculentum] 



4) 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143553 

LIB3168-029-P1-K1-B2 

BLASTN 

g4582411 

419 

O.Oe+00 

486 

99 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC T23K8 sequence, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143554 

LIB3168-029-P1-K1-B3 

BLASTX 

g4204298 



17714 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



515 

l.Oe-52 

116 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143555 

LIB3168-029-P1-K1-B5 

BLASTX 

g4755193 

597 

5.0e-62 

122 

99 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 

143556 

LIB3168-029-P1-K1-B6 

BLASTX 

g4454013 

743 

4.0e-79 

145 

100 

(AL035396) putative protein [Arabidopsis thaliana] 
143557 

LIB3168-029-P1-K1-B7 

BLASTX 

gll2681 

522 

2.0e-53 

124 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936__emb__CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143558 

LIB3168-029-P1-K1-B9 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



143559 

LIB3168- 

BLASTN 



029-P1-K1-C12 



17715 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



g4589425 
187 

l.Oe-101 

228 
95 

Arabidopsis thaliana genomic DNA^ chromosome 5, PI 
MBAIO, complete sequence 



clone: 



143560 

LIB3168-029-P1-K1-C2 

BLASTX 

gl628583 

621 

8.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143561 

LIB3168-029-P1-K1-C4 

BLASTX 

g2739046 

377 

3.0e-36 

123 

54 

{AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

143562 

LIB3168-029-P1-K1-C6 

BLASTN 

g2262135 

354 

O.Oe+00 

382 

98 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 

143563 

LIB3168-029-P1-K1-C8 

BLASTX 

gl628583 

642 

3.0e-67 

123 
100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143564 

LIB3168-029-P1-K1-C9 
BLASTX 



17716 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129532 
421 

2.0e-41 

110 
75 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 

143565 

LIB3168-029-P1-K1-D10 

BLASTX 

g2244906 

542 

l.Oe-55 

154 

70 

(Z 97 339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



beq, iNO. 


14 JODD 


oeq. lu 


LlDoioo-Uzy-Pl-Kl-Dll 




tax ncTV 






BLAST score 


717 


E value 


4.0e-76 


Match length 


154 


% identity 


84 


NCBI Description 


(L38829) SUP2 gene product [Nicotiana 


Seq. No. 


143567 


Seq. ID 


LIB3168-029-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g4006885 


BLAST score 


324 


E value 


O.Oe+00 


Match length 


453 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4 




fragment No 


Seq. No, 


143568 


Seq. ID 


LIB3168-029-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4678299 


BLAST score 


816 


E value 


l.Oe-87 


Match length 


158 


% identity 


99 


NCBI Description 


(AL049655) cysteine proteinase precur; 




[Arabidopsis thaliana] 


Seq. No. 


143569 


Seq. ID 


LIB3168-029-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3941412 



17717 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



505 

3.0e-51 

91 

99 

(AF062860) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143570 

LIB3168-029-P1-K1-D5 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143571 

LIB3168-029-P1-K1-D6 

BLASTN 

g3985932 

247 

l.Oe-137 

251 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22J17, complete sequence [Arabidopsis thaliana] 

143572 

LIB3168-029-P1-K1-D7 

BLASTX 

gl628583 

403 

3.0e-39 

78 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143573 

LIB3168-029-P1-K1-D8 

BLASTX 

gll2681 

668 

2.0e-70 

150 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 



143574 



17718 




Seq. ID 


LIB3168-029-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


50 


E value 


l.Oe-19 


Match lencrth 


70 


% identity 


12 








sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


143575 


Seq. ID 


LIB3168-029-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3540201 


BLAST score 


613 


E value 


7 . Oe-64 


Match lenath 


152 


% identitv 


81 


NCBX Dpscrintion 


fAr'004P6n ) Put a t "i vp nndpaT' T)Tn1"pin FATahi HriTi<^ ic? "hhaliansl 


Sea No 


143576 


Seq. ID 


LIB3168-029-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2924779 


BLAST score 


687 


E value 


1. Oe-72 


Match Ipncrth 


136 


% identity 


100 


NCBI Description 


{AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 








J Pk-C L.vjcioy X ^vjxT. uiixuxdoc Lrix duxvj.vJ^oXo L-iicixxciiici. j 








thiola<=;p TATabi dnri<^i <^ i'ha1iar»a1 


O ^ • W ■ 




Seq. ID 


LIB31 68-02 9-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2586125 


BLAST score 


351 


E valiip 


1 Oe-33 


Match Ipncrth 


79 


% idpntltv 

o -1- vxx^ix La _L ^ y 


91 


NCBI Description 


(U89512^ b— keto acvl rpdnpi"a c!P TATaVii Ho"n«^i <=! "hhalianal 


Spa No 


1 43S7ft 

X 'X <J / (J 


Sea ID 


TiTR31 68-n?9-Pl -K1 -F? 

XIXU<..JX\JvJ \J J £^X 1\ J. J—i ^ 


Method 


BLASTX 


NCBI GI 


al628583 


BLAST score 


625 


E value 


3.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_e]:nb_CAA16892_ {AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143579 



17719 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3168-029-P1-K1-E3 

BLASTX 

gl076442 

802 

5.0e-86 

155 
98 

beta-glucosidase {EC 3.2. 
>gi_7 5 7 7 4 0_emb_CAA5 7 9 1 3_ 
[Brassica napus] 



1.21) - rape 

(X82577 ) beta-glucosidase 



143580 

LIB3168-029-P1-K1-E5 

BLASTX 

gll74852 

696 

l.Oe-73 

129 

100 

UBIQUITIN-CONJUGATING ENZYME E2-19 KD (UBIQUITIN-PROTEIN 
LIGASE) {UBIQUITIN CARRIER PROTEIN) (TAY029) 

>gi_2129757_pir S46656 ubiquitin carrier protein E2 (clone 

TAY029) - Arabidopsis thaliana >gi_600389_emb_CAA51200_ 
(X72625) ubiquitin conjugating enzyme E2 [Arabidopsis 
thaliana] >gi_992708 (U33759) UBC14 [Arabidopsis thaliana] 

143581 

LIB3168-029-P1-K1-E6 

BLASTX 

gl742961 

477 

5.0e-48 

93 
100 

{X94756) cystathionine gamma- synthase [Arabidopsis 
thaliana] 

143582 

LIB3168-029-P1-K1-E7 

BLASTX 

g2129657 

396 

2.0e-38 

110 

76 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (254164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA9087 8_ (Z54165) oleosin 
[Arabidopsis thaliana] 

143583 

LIB3168-029-P1-K1-E8 

BLASTX 

gll9143 

715 

8.0e-76 
138 



17720 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

isfCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 {U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 {U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

143584 

LIB3168-029-P1-K1-E9 

BLASTX 

gl628583 

639 

l.Oe-66 

131 ^ 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143585 

LIB3168-029-P1-K1-F1 

BLASTX 

g2244896 

810 

5.0e-87 

157 

98 

{Z97338) similar to HSR201 protein N.tabacum [Arabidopsis 
thaliana] 

143586 

LIB3168-029-P1-K1-F10 

BLASTX 

gll2681 

635 

2.0e-66 

145 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_eitib_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143587 

LIB3168-029-P1-K1-F11 

BLASTX 

gl628583 

620 

l.Oe-64 

120 

99 



17721 



NCBI Description 


(066916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi 2842495 emb CAA16892 (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143588 


Seq, ID 


LIB3168-029-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2984353 


BLAST score 


395 


E value 


2.0e-38 


Match length 


94 


% identity 


74 


NCBI Description 


(AE000775) hypothetical protein [Aquifex aeolicus] 


Seq. No. 


143589 


Seq. ID 


LIB3168-029-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2583125 


BIjAST score 


423 


E value 


l,0e-41 


Match length 


117 


% identity 


69 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidopsis 




thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143590 

LIB3168-029-P1-K1-F4 

BLASTX 

g4193388 

453 

4.0e-45 

122 
74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

143591 

LIB3168-029-P1-K1-F6 

BLASTX 

gl628583 

400 

6.0e-39 

110 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143592 

LIB3168-029-P1-K1-F7 

BLASTN 

g4454447 

444 

O.Oe+00 

465 

98 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 



17722 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
143593 

LIB3168-029-P1-K1-F8 

BLASTX 

gll2681 

812 

3.0e-87 

154 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808 936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


143594 




T.TR^I i=;p-n9Q— Pi -T^l — TPQ 








y *i O / OjO^, 








/ . ue / u 








QQ 


NCBI Descrint-ion 


\r\uyj y / ± X J ud l_-L Vfci piULCXIl L^-ii d.IJl.ClOpj5 IS L.na± 


Seq. No. 


143595 


Seq. ID 


LIB3168-029-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


619 


E value 


l.Oe-64 


Match length 


120 


% identity 


99 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gi_2842495_emb_CAA16892_ {AL021749 




cruciferin seed storage protein [Arabidopsis 


Seq. No. 


143596 


Seq. ID 


LIB3168-029-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2109292 


BLAST score 


359 


E value 


O.Oe+00 


Match length 


367 


% identity 


99 



NCBI Description 



Arabidopsis thaliana serine/threonine protein kinase mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143597 

LIB3168-029-P1-K1-G2 

BLASTX 

gl31143 

752 

3.0e-80 

156 

89 



17723 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi_72670_pir ^AINTP? photosystem I P700 apoprotein Al - 

common tobacco chloroplast >gi_11830_emb_CAA77352_ {Z00044) 
PSI P700 apoprotein Al [Nicotiana tabacum] 

>gi_225198_prf 1211235AC photosystem I P700 apoprotein Al 

[Nicotiana tabacum] 



143598 

LIB3168-029-P1-K1-G3 

BLASTN 

g4589428 

178 

2.0e-95 

415 

96 

Arabidopsis thaliana genomic 
MFH8, complete sequence 



DNA, chromosome 5, PI clone: 



143599 

LIB3168-029-P1-K1-G4 

BLASTN 

g2494110 

33 

8.0e-10 

58 
12 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

143600 

LIB3168-029-P1-K1-G5 

BLASTX 

g3334323 

486 

5.0e-49 

129 

75 

GTP-BINDING PROTEIN SARIA >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 , 1_ 
{AF001308) SARl/GTP-binding secretory factor [Arabidopsis 

thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 

thaliana] 

143601 

LIB3168-029-P1-K1-G6 

BLASTX 

gl628583 

378 

2.0e-36 

78 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143602 

LIB3168-029-P1-K1-G7 



17724 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

491 

l.Oe-49 

101 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 





JL J O U O 


Sea ID 




Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


670 






iiCtL.Oi.1 Xdi^ L.li 


J. T _7 




O 




\t\Li\} £. i^\jo i ) rsiMcibe jj inniDXL.or ["raDiaopsx 






Seq. ID 


ijxooxuo vj^27 ir± r\.x Vj_7 




OXtriO ± £^ 


NCBI GI 


g2262113 






E value 


8.0e-66 


Match length 


148 






iMUrsx uescription 


(Auuu^^4J} unJcnown protein LArabiaopsis 


oeq. iNO» 


X4 oouo 


osq. ±u 


T TP'^i CQ_noQ— T51 tn 
JjIooI Do— UZy-rl— J\i— ni 








y OX X 


BLAST score 


500 


E value 


l.Oe-50 


Match length 


150 


% identity 


73 


NCBI Description 


(AF069298) Arabidopsis putative chloropl 




86-like protein T10P11.19 (GB: AC002330) 




thaliana] 


Seq. No. 


143606 


Seq. ID 


LIB3168-029-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


764 


E value 


l.Oe-81 


Match length 


144 


% identity 


99 



[Arabidopsis 



NCBI Description 



Seq. No, 
Seq. ID 



PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_8864 28_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

143607 

LIB3168-029-P1-K1-H11 



17725 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl628582 

44 

l.Oe-15 

80 

89 

Arabidopsis thaliana 12S cruciferin seed storage protein 
{ATCRU3) gene, complete cds 

143608 

LIB3168-029-P1-K1-H3 

BLASTX 

gll2682 

680 

l.Oe-71 

153 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143609 

LIB3168-029-P1-K1-H4 

BLASTX 

gl628583 

619 

l.Oe-64 

120 

99 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143610 

LIB3168-029-P1-K1-H5 

BLASTX 

g2129657 

398 

l.Oe-38 

109 

77 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ {Z54165) oleosin 
[Arabidopsis thaliana] 

143611 

LIB3168-029-P1-K1-H7 

BLASTX 

gll2682 

645 

l.Oe-67 

148 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



17726 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_enib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143612 

LIB3168-029-P1-K1-H8 

BLASTN 

g2213606 

392 

O.Oe+00 

464 

96 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

143613 

LIB3168-029-P1-K1-H9 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143614 

LIB3168-030-P1-K1-A1 

BLASTX 

gl628583 

662 

l.Oe-69 

128 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143615 

LIB3168-030-P1-K1-A11 

BLASTX 

gl071913 

288 

7.0e-26 

120 
57 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

143616 

LIB3168-030-P1-K1-A12 

BLASTX 

gll2739 

425 



17727 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-42 

121. 
71 

2S SE:ED storage protein 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

143617 

LIB3168-030-P1-K1-A3 

BLASTX 

g4115356 

574 

2.0e-59 

112 

98 

(AC005957) putative thionin variant protein [Arabidopsis 
thaliana] 

143618 

LIB3168-030-P1-K1-A4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143619 

LIB3168-030-P1-K1-A5 

BLASTX 

gl628583 

544 

7.0e-56 

137 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143620 

LIB3168-030-P1-K1-A6 

BLASTX 

gll2682 

562 

5.0e-58 . • 

120 

88 

128 SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



17728 



thaliana] >gi_808937_emb_CAA32494_ {X14313) 
storage protein [Arabidopsis thaliana] 



12S seed 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



143621 

LIB3168-030-P1-K1-A7 

BLASTX 

gl628583 

665 

4,0e-70 

128 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143622 

LIB3168-030-P1-K1-A8 

BLASTX 

g2129532 

460 

5.0e-46 

116 

77 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X934 61) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 

143623 

LIB3168-030-P1-K1-B1 

BLASTX 

gl628583 

179 

2.0e-13 

52 

65 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143624 

LIB3168-030-P1-K1-B10 

BLASTX 

gll2682 

610 

l.Oe-63 

135 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143625 

LIB3168-G30-P1-K1-B11 
BLASTX 



17729 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
454 

2.0e-45 

117 

65 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143626 

LIB3168-030-P1-K1-B12 

BLASTN 

g2842474 

236 

l.Oe-130 

240 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

143627 

LIB3168-030-P1-K1-B2 

BLASTN 

g4757411 

408 

O.Oe+00 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 

143628 

LIB3168-030-P1-K1-B3 

BLASTX 

g3355477 

580 

4.0e-60 

135 

46 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 

143629 

LIB3168-030-P1-K1-B4 

BLASTX 

gll2682 

592 

l.Oe-61 

125 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



143630 



17730 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-030-P1-K1-B5 

BLASTX 

gl628583 

195 

6.0e-52 

137 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143631 

LIB3168-030-P1-K1-B6 

BLASTN 

gl699056 

361 

O.Oe+00 

373 

99 

Arabidopsis thaliana 27 kDa unknown protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143632 

LIB3168-030-P1-K1-B7 

BLASTX 

gll2682 

569 

8.0e-59 

133 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143633 

LIB3168-030-P1-K1-B9 

BLASTX 

gll2681 

564 

3.0e-58 

132 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143634 

LIB3168-030-P1-K1-C10 

BLASTN 

g4106339 

280 

l.Oe-156 
304 



17731 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



97 

Arabidopsis thaliana protein phosphatase 2A regulatory 
subunit isofonn B' delta mRNA, complete cds 

143635 

LIB3168-030-P1-K1-C11 

BLASTX 

g2829896 

296 

8,0e-27 

105 

56 

(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033_18591 [Arabidopsis thaliana] 

143636 

LIB3168-030-P1-K1-C12 

BLASTX 

gll71978 

322 

7,0e-30 

100 

63 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ {AL021961) 

poly (A) -binding protein [Arabidopsis thaliana] 

143637 

LIB3168-030-P1-K1-C2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143638 

LIB3168-030-P1-K1-C3 

BLASTX 

g542157 

550 

l.Oe-56 

126 

83 

ribosomal 5S RNA-binding protein - Rice 
143639 

LI^3168-030-Pl-Kl-C4 

BLASTX 

gll2681 

504 

3.0e-51 
136 



17732 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143640 

LIB3168-030-P1-K1-C5 

BLASTX 

gl628583 

669 

2.0e-70 

131 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_€inb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143641 

LIB3168-030-P1-K1-C7 

BLASTX 

gl628583 

156 

2.0e-10 

72 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143642 

LIB3168-030-P1-K1-D1 

BLASTN 

gl209632 

158 

l.Oe-83 

266 

95 

Arabidopsis thaliana pattern- formation (GNOM) gene, 
complete cds 

143643 

LIB3168-030-P1-K1-D10 

BLASTX 

gll2737 

540 

2.0e-55 

131 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL03568 0) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



17733 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143644 

LIB3168-030-P1-K1-D11 

BLASTX 

g4191794 

383 

5.0e-37 

71 

97 

(AC005917) putative zinc finger-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143645 

LIB3168-030-P1-K1-D12 

BLASTN 

g2262135 

398 

O.Oe+00 

406 

100 

Arabidopsis thaliana BAC TlOPll from chromosome IV, 
cM, complete sequence 



near 15 



143646 

LIB3168-030-P1-K1-D3 

BLASTX 

gll2741 

691 

4.0e-73 

128 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albiomin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143647 

LIB3168-030-P1-K1-D4 

BLASTX 

gl628583 

621 

6.0e-65 

120 

99 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143648 

LIB3168-030-P1-K1-D5 

BLASTX 

gl628583 

314 

6.0e-29 



17734 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



60 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424§5_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143649 

LIB3168-030-P1-K1-D6 

BLASTX 

g4204299 

551 

l.Oe-56 

111 

98 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143650 

LIB3168-030-P1-K1-D7 

BLASTX 

gl628583 

118 

6.0e-06 

72 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eii:ib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143651 

LIB3168-030-P1-K1-E1 

BLASTX 

gl628583 

542 

l.Oe-55 

137 

79 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143652 

LIB3168-030-P1-K1-E10 

BLASTX 

gl491615 

606 

4.0e-63 

136 

90 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 

143653 

LIB3168-030-P1-K1-E11 

BLASTX 

gll69598 

432 



17735 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-43 

91 

87 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
{DELTA-12 DESATURASE) >gi_438451 (L26296) delta- 12 
desaturase [Arabidopsis thaliana] 

143654 

LIB3168-030-P1-K1-E12 

BLASTX 

gl628583 

335 

2,0e-31 

84 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ [AL021749) 12S 
cruciferin seed stprage protein [Arabidopsis thaliana] 



Seq. No. 


1 ^ o ^ c c 


beq. ID 


TXT3'3"icro ri'Srt m tpo 
LlDOlOO-UoU-JE'i-Ki-E^ 


Method 


BLASTX 


NCBI GI 


g21112 


BLAST score 




E value 


± . ue Z4 


Match length 


59 


% identity 


86 


NCBI Description 


(X59805) cruciferin [Raphanus sativus] 


Seq. No. 




oeq. lu 




Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


620 


E value 


8.0e-65 


Match length 


120 


% identity 


99 


NCBI Description 


{U66916) 12S cruciferin seed storage protein [Arabidops 




thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143657 


Seq. ID 


LIB3168-030-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g4574Ql 


BLAST score 


143 


E value 


l.Oe-74 


Match length 


143 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for MAP kinase, complete cds 


Seq. No. 


143658 


Seq. ID 


LIB3168-030-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


686 


E value 


2.0e-72 



17736 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



133 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143659 

LIB3168-030-P1-K1-E6 

BLASTN 

g4371278 

365 

O.Oe+00 

373 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143660 

LIB3168-030-P1-K1-F1 

BLASTN 

gl66612 

52 

3.0e-21 

64 

95 

A. thaliana at2S4 gene encoding albumin 2S subunit 4, 
complete cds 

143661 

LIB3168-030-P1-K1-F11 

BLASTX 

gl628583 

687 

l.Oe-72 

135 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143662 

LIB3168-030-P1-K1-F12 

BLASTX 

gl628583 

619 

l.Oe-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143663 

LIB3168-030-P1-K1-F2 

BLASTX 

g2739366 

232 



17737 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-19 

77 

51 

{AC002505) SF16 like protein [Arabidopsis thaliana] 
143664 

LIB3168-030-P1-K1-F3 

BLASTX 

gll2682 

555 

4.0e-57 

133 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143665 

LIB3168-030-P1-K1-F4 

BLASTX 

gl628583 

713 

l.Oe-75 

135 

100 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143666 

LIB3168-G30-P1-K1-F5 

BLASTX 

gll2682 

578 

7.0e-60 

135 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_e]:nb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143667 

LIB3168-030-P1-K1-F6 

BLASTX 

g4586249 

457 

l-.0e-45 

135 

62 

(AL04964 0) putative pollen surface protein [Arabidopsis 
thaliana] 



Seq. No. 



143668 



17738 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3168-030-P1-K1-F8 

BLASTX 

g2736155 

505 

3.0e-51 

118 

86 

{AF022082] 
thaliana] 



sulfolipid biosynthesis protein [Arabidopsis 
>gi_3688184_erab_CAA21212_ {AL031804) sulfolipid 



biosynthesis protein SQDl [Arabidopsis thaliana] 
143669 

LIB3168-030-P1-K1-F9 

BLASTX 

g2129657 

333 

4.0e-31 

99 

73 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

143670 

LIB3168-030-P1-K1-G10 

BLASTX 

g4006924 

726 

3.0e-77 

135 

100 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

143671 

LIB3168-030-P1-K1-G12 

BLASTX 

gll2681 

710 

2.0e-75 

135 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb__CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143672 

LIB3168-030-P1-K1-G2 

BLASTX 

gl628583 

606 

4.0e-63 

120 

97 



17739 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143673 

LIB3168-030-P1-K1-G3 

BLASTX 

gll2741 

680 

8.0e-72 
126 

lad 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_eitib_CAA808 68__ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143674 

LIB3168-030-P1-K1-G4 

BLASTX 

g4006924 

259 

2.0e-22 

67 

76 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

143675 

LIB3168-030-P1-K1-G5 

BLASTX 

g543841 

534 

l.Oe-54 

106 

97 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

143676 

LIB3168-030-P1-K1-G6 

BLASTN 

g4165340 

382 

O.Oe+00 

407 

82 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17740 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143677 

LIB3168-030-P1-K1-G7 

BLASTX 

gl628583 

513 

2.0e-52 

104 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_eiab_CAA16892__ . {AL02174 9) 12S 
cruciferiTi^ seed storage protein [Arabidopsis thaliana] 

143678 

LIB3168-030-P1-K1-G8 

BLASTX 

gll74779 

396 

l.Oe-38 

84 

93 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_166894 
{M81620) tryptophan synthase beta-subunit [Arabidopsis 
thaliana] >gi_44 9070 3_emb_CAB3 8837 . 1_ (AL035680) tryptophan 
synthase beta-subunit {TSB2) [Arabidopsis thaliana] 

143679 

LIB3168-030-P1-K1-H1 

BLASTX 

gl628583 

524 

2.0e-53 

134 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143680 

LIB3168-030-P1-K1-H11 

BLASTX 

gl628583 

727 

2.0e-77 

141 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143681 

LIB3168-030-P1-K1-H3 

BLASTX 

gl628583 

620 

8.0e-65 

126 

94 



17741 



# 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
^Match length 
% identity 
NCBI Description 



{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143682 

LIB3168-030-P1-K1-H4 

BLASTN 

g3128136 

285 

l.Oe-159 

350 

97 

Arabidopsis thaliana genomic DNA^ chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 
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NCBI Desrrintion 




Seq. No. 


143684 


Seq. ID 


LIB3168-030-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2660673 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


112 


% identity 


25 


NCBI Description 


{AC002342) unknown protein [Arabidopsis 


Seq. No. 


143685 


Seq. ID 


LIB3168-030-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


654 


E value 


9.0e-69 


Match length 


134 


% identity 


93 


NCBI Description 


12 S SEED STORAGE PROTEIN PRECURSOR >gi 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143686 

LIB3168-030-P1-K1-H9 

BLASTX 

gll2682 

656 

5.0e-69 

135 

92 



17742 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143687 

LIB3168-031-P1-K1-A1 

BLASTX 

gll2741 

667 

3.0e-70 

128 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143688 

LIB3168-031-P1-K1-A10 

BLASTX 

gll9143 

271 

l.Oe-41 

108 

85 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi__81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi__295788_emb__CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454__ {X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi__1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi__1532174 [U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

143689 

LIB3168-031-P1-K1-A11 

BLASTX 

gl628583 

543 

l.Oe-56 

117 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ [AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143690 

LIB3168-031-P1-K1-A12 

BLASTN 

g3985958 



17743 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



132 

5.0e-68 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZNl, complete sequence [Arabidopsis thaliana] 

143691 

LIB3168-031-P1-K1-A3 

BLASTN 

g4199934 

70 

3.0e-31 

106 

94 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

143692 

LIB3168-031-P1-K1-A4 

BLASTX 

gl628583 

200 

2.0e-15 

74 

96 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143693 

LIB3168-031-P1-K1-A5 

BLASTN 

g2351071 

381 

O.Oe+00 

416 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

143694 

LIB3168-031-P1-K1-A6 

BLASTX 

gl628583 

436 

3.0e-43 

108 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143695 

LIB3168-031-P1-K1-A7 

BLASTX 

gll2741 



17744 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



577 

9,0e-60 

116 

92 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143696 

LIB3168-031-P1-K1-A8 

BLASTX 

gll2682 

559 

l.Oe-59 

130 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143697 

LIB3168-031-P1-K1-A9 

BLASTX 

gll2739 

450 

8.0e-45 

127 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(224745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

143698 

LIB3168-031-P1-K1-B10 

BLASTX 

gll2681 

598 

3.0e-62 

139 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



143699 



17745 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-031-P1-K1-B11 

BLASTN 

g2842474 

128 

l.Oe-65 

273 
57 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

143700 

LIB3168-031-P1-K1-B12 

BLASTX 

g3335169 

646 

8.0e-68 

125 

98 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

143701 

LIB3168-031-P1-K1-B3 

BLASTX 

gl628583 

695 

l.Oe-73 

135 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143702 

LIB3168-031-P1-K1-B4 

BLASTX 

gll2737 

541 

2.0e-55 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143703 

LIB3168-031-P1-K1-B5 

BLASTX 

gll2681 

551 

l.Oe-56 
133 



17746 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



143704 

LIB3168-031-P1-K1-B6 

BLASTN 

g4538895 

291 

l.Oe-163 

319 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F17A8 



143705 

LIB3168-031-P1-K1-B7 

BLASTX 

gll2681 

506 

2.0e-51 

131 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143706 

LIB3168-031-P1-K1-B8 

BLASTX 

gll2682 

631 

4.0e-66 

133 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143707 

LIB3168-031-P1-K1-B9 

BLASTX 

gl628583 

652 

l.Oe-68 

131 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17747 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143708 

LIB3168-031-P1-K1-C1 

BLASTN 

g2623294 

353 

O.Oe+00 

415 

98 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143709 

LIB3168-031-P1-K1-C11 

BLASTX 

gll2681 

618 

l,0e-64 

126 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143710 

LIB316B-031-P1-K1-C12 

BLASTX 

gll2681 

703 

2.0e-74 

140 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604__pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143711 

LIB3168-031-P1-K1-C2 

BLASTX 

gll2741 

710 

2.0e-75 

133 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 



143712 



17748 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-031-P1-K1-C3 

BLASTX 

gll2681 

580 

4.0e-60 

135 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143713 

LIB3168-031-P1-K1-C4 

BLASTX 

gl628583 

529 

4.0e-54 

139 

76 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143714 

LIB3168-031-Pl-Ki-C5 

BLASTX 

g4138179 

228 

2.0e-19 

63 

75 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143715 

LIB3168-031-P1-K1-C6 

BLASTX 

gl628583 

384 

4.0e-46 

104 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143716 

LIB3168-031-P1-K1-C7 

BLASTX 

gl628583 

530 

3.0e-54 

139 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17749 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143717 

LIB3168-031-P1-K1-C8 

BLASTX 

gll2681 

523 

2,0e-53 

133 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143718 

LIB3168-031-P1-K1-D1 

BLASTX 

gl628583 

496 

4.0e-57 

119 

91 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143719 

LIB3168-031-P1-K1-D11 

BLASTX 

gl628583 

505 

2.0e-51 

111 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143720 

LIB3168-031-P1-K1-D12 

BLASTX 

g4204298 

533 

l.Ge-54 

120 

86 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143721 

LIB3168-031-P1-K1-D2 

BLASTX 

gll2737 

588 



17750 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-61 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR [23 ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 23 albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143722 

LIB3168-031-P1-K1-D3 

BLASTX 

gl628583 

363 

l.Oe-34 

70 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143723 

LIB3168-031-P1-K1-D7 

BLASTX 

gll2739 

421 

2.0e-41 

127 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir ^NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680} NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143724 

LIB3168-031-P1-K1-D8 

BLASTX 

gl628583 

475 

4.0e-48 

98 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 123 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



143725 

LIB3168-031-P1-K1-E1 

BLASTX 

gl742951 

634 

2.0e-66 



17751 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
93 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
143726 

LIB3168-031-P1-K1-E12 

BLASTX 

gl628583 

586 

8.0e-61 

125 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143727 

LIB3168-031-P1-K1-E2 

BLASTX 

g231587 

490 

l.Oe-49 

134 

73 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi_218147_dbj_BAA01372_ {D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143728 

LIB3168-031-P1-K1-E4 

BLASTX 

gl628583 

45 

3.0e-34 

86 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143729 

LIB3168-031-P1-K1-E5 

BLASTX 

gl628583 

290 

3.0e-26 

64 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



143730 

LIB3168-031-P1-K1-E6 
BLASTX 



17752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



gll2682 
438 

2.0e-43 

112 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143731 

LIB3168-031-P1-K1-E7 

BLASTX 

gll2681 

557 

2.0e-57 

119 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143732 

LIB3168-031-P1-K1-E8 

BLASTX 

gll2682 

323 

5.0e-30 

115 

59 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143733 

LIB3168-031-P1-K1-E9 

BLASTX 

g585165 

261 

l.Oe-22 

76 

71 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1 -dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_einb__CAA52442_ (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 

143734 

LIB3168-031-P1-K1-F1 

BLASTN 

g2842474 



17753 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

l.Oe-101 

312 

90 

Arabidopsis thaliana DNA chromosome A, BAC clone F20O9 
(ESSAII project) 

143735 

LIB3168-031-P1-K1-F10 

BLASTX 

gl628583 

658 ^ 

3.0e-69 

131 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143736 

LIB3168-031-P1-K1-F11 

BLASTX 

gll2741 

699 

5.0e-74 

132 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA8 0868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143737 

LIB3168-031~P1-K1-F12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143738 

LIB3168-031-P1-K1-F2 

BLASTX 

gl628583 

554 

4.0e-57 

117 
92 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 



17754 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143739 

LIB3168-031-P1-K1-F3 

BLASTX 

gl628583 

512 

3.0e-52 

102 

96 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495__einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143740 

LIB3168-031-P1-K1-F4 

BLASTX 

gll2681 

564 

3.0e-58 

132 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143741 

LIB3168-031-P1-K1-F5 

BLASTN 

g4757405 

65 

3.0e-28 

177 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143742 

LIB3168-031-P1-K1-F6 

BLASTX 

gl628583 

558 

2.0e-57 

143 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143743 

LIB3168-031-P1-K1-F7 

BLASTX 

g585165 

283 

3.0e-25 



17755 



Match length 

% identity 

NCBI Description 



79 
71 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi__2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_emb_CAA52442_ {X74421) glucose- 6-phosphate 
1-dehydrogenase [Solanum tuberosum] 



Seg. No, 


143744 


Sea ID 


LIB3168-031-P1-K1-F8 


Lie L.J.lV.i'U. 




NCBI GI 


gl6472 


BLAST score 


257 






Matph 1 pnn"t"Tn 


360 


% identity 


93 


NCBI Description 


A.thaliana rRNA repeat unit, most frequent IGR type 


D c . IN U . 


X ^ o / ^ o 


Ccirr TO 


T.TR'^I fifi-D'^l —Pi —K"] -FQ 


lYie unocL 


oJ_trio 1 A 




y J ^xoo oo 


DijAoi score 


'51 A 


E value 


ft . Uc ii. -7 










NCBI Description 


GLUTAMINYL-TRNA SYNTHETASE (GLUT AMI NE~TRNA LIGASE) 




>gi_2995455_emb_CAA62901_ {X91787) tRNA-glut amine 




syiiuiie t-.a.se L-ijupmus xuteusj 


oeg. JNO . 






xjxojxl/o uox it X r\.x ox 


iyieT-.noa 






g^ 4t DO 0 








1 Oe-68 


Match length 


435 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MKDIO/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


143747 


Seq. ID 


LIB3168-031-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


473 


E value 


l.Oe-47 


Match length 


117 


% identity 


79 



(GLNRS) 



clone: 



NCBI Description 



Seq. No. 
Seq. ID 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir^S08509 
cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143748 

LIB3168-031-P1-K1-G11 



17756 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3962376 

142 

2.0e-74 

146 

99 

Arabidopsis thaliana mRNA for heat shock protein 
143749 

LIB3168-031-P1-K1-G12 

BLASTX 

g82220 

610 

l.Oe-63 

137 

86 

hypothetical protein 581 - common tobacco chloroplast 
>gi_225240_prf 121123561 ORF 581 [Nicotiana tabacum] 

143750 

LIB3168-031-P1-K1-G3 

BLASTX 

g2129657 

387 

2.0e-37 

112 

74 

oleosin isoform - Arabidopsis thaliana 

>gi_987 014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

143751 

LIB3168-031-P1-K1-G5 

BLASTX 

gll2737 

550 

l.Oe-56 

137 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albiamin 1 
precursor [Arabidopsis thaliana] 

143752 

LIB3168-031-P1-K1-G6 

BLASTX 

gll2681 

223 

l.Oe-23 

76 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 



17757 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143753 

LIB3168-031-P1-K1-G7 

BLASTN 

g515373 

264 

l.Oe-147 

276 

99 

Arabidopsis thaliana chloroplast DNA 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



143754 

LIB3168-031-P1-K1-G9 

BLASTX 

gll2681 

217 

4.0e-18 

63 

68 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143755 

LIB3168-031-P1-K1-H1 

BLASTX 

gll2743 

671 

9.0e-71 

129 

95 

2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albximin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi__395202__emb_CAA808 69_ 
{Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847,l_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

143756 

LIB3168-031-P1-K1-H10 

BLASTN 

gl785619 

407 

O.Oe+00 

415 

100 

A. thaliana ORFb, ORFc and AtPK2324 gene 
143757 

LIB3168-031-P1-K1-H11 



17758 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2741 

697 

8.0e-74 

134 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_l 66 61 6 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albxomin 3 
precursor [Arabidopsis thaliana] 



143758 

LIB3168-031-P1-K1-H12 

BLASTN 

g2842474 

65 

9.0e-29 

73 
97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



143759 

LIB3168-031-P1-K1-H2 

BLASTX 

g4204298 

264 

4.0e-41 

105 

81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143760 

LIB3168-031-P1-K1-H3 

BLASTX 

gl628583 

92 

8.0e-27 

88 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



143761 

LIB3168-031-P1-K1-H5 

BLASTX 

gll2737 

398 

7.0e-39 

111 

72 

2S SEED STORAGE PROTEIN 



1 PRECURSOR (2S ALBUMIN STORAGE 



17759 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_erab_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143762 

LIB3168-031-P1-K1-H6 

BLASTX 

gll2682 

337 

7.0e-32 

83 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143763 

LIB3168-031-P1-K1-H7 

BLASTX 

gl628583 

359 

2.0e-34 

96 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S' 
cruciferin seed storage protein [Arabidopsis thaliana] 

143764 

LIB3168-031-P1-K1-H9 

BLASTX 

gll2682 

444 

2.0e-44 

101 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143765 

LIB3168-032-P1-K1-A1 

BLASTX 

g4558669 

625 

2.0e-65 

125 

100 

(AC007063) putative vanadate resistance protein 
[Arabidopsis thaliana] 



17760 



# 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143766 

LIB3168-032-P1-K1-A11 

BLASTX 

gl628583 

82 

l.le-01 

77 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__eir!b_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143767 

LIB3168-032-P1-K1-A3 

BLASTX 

gl628583 

633 

2.0e-66 

125 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143768 

LIB3168-032-P1-K1-A5 

BLASTX 

g4033349 

596 

5.0e-62 

130 

89 

{AJ223496) 
juncea] 



phosphoenolpyrovate carboxylase [Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143769 

LIB3168-032-P1-K1-A7 

BLASTX 

g82051 

290 

4.0e-26 

110 

55 

lipid body-associated membrane protein - carrot 
>gi_259453__bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143770 

LIB3168-032-P1-K1-A8 

BLASTX 

gll2681 

451 

5.0e-45 

132 
73 



17761 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143771 

LIB3168-032-P1-K1-B1 

BLASTX 

gl769895 

401 

4.0e-39 

77 

99 

(X96598) CaLB protein [Arabidopsis thaliana] 
143772 

LIB3168-032-P1-K1-B10 

BLASTX 

gll9143 

592 

2,0e-66 

131 

96 

ELONGATION FACTOR 1-ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
{X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_einb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_einb_CAA34455_ 
{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

143773 

LIB3168-032-P1-K1-B12 

BLASTX 

gll2682 

564 

3.0e-58 

132 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eiTib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143774 

LIB3168-032-P1-K1-B2 

BLASTX 

gl628583 

49 

2.0e-69 

138 

97 



17762 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143775 

LIB3168-032-P1-K1-B3 

BLASTX 

gll2682 

757 

8.0e-81 

143 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143776 

LIB3168-032-P1-K1-B5 

BLASTX 

g2462756 

411 

3.0e-40 

94 

86 

{AC002292) putative receptor kinase [Arabidopsis thaliana] 
143777 

LIB3168-032-P1-K1-B6 

BLASTX 

gll2681 

584 

l.Oe-60 

135 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143778 

LIB3168-032-P1-K1-B7 

BLASTN 

g2342673 

301 

l.Oe-169 

316 

99 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

143779 

LIB3168-032-P1-K1-C1 

BLASTX 

gl345840 



17763 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280 

3.0e-45 

134 

64 

CRUCIFERIN BNCl PRECURSOR (IIS GLOBULIN) (12S STORAGE 
PROTEIN) >gi_762919_einb_CAA41984_ (X59294) cruciferin 
storage protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143780 

LIB3168-032-P1-K1-C10 

BLASTX 

g416652 

251 

2,0e-21 

97 

65 

PROBABLE GLUTATHIONE S-TRANSFERASE {AUXIN- INDUCED PROTEIN 
PCNT107) >gi_19793_einb_CAA39707_ {X56266) auxin-induced 
protein [Nicotiana tabacum] 



beq . JNo . 


1 A 'ilQI 
X4t J fox 


oeq. lu 


T TT3'31 tf^Q—H'^O— D1 ^V") — m 1 


iXlc tllvJCJ. 


JDi_trlO 1 IN 




go / o i? / u 0 


BLAST score 


227 


E value 


l.Oe-124 


Match length 


A HQ 


% identity 


lUU 


NCBI Description 


Arabidopsis thai i ana chroiaosome 1 BAC F15K9 seqi 




complete sequence [Arabidopsis thaliana] 


O y-i "Kin 

beq. No. 


14o loZ 


Seq. ID 


LIB3168-032-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4006881 


BLAST score 


522 


E value 


3.0e-53 


Match length 


132 


% identity 


59 


NCBI Description 


{Z99707) putative protein [Arabidopsis thaliana 


Seq, No. 


143783 


Seq. ID 


LIB3168-032-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3287679 


BLAST score 


688 


E value 


9.0e-73 


Match length 


139 


% identity 


100 


NCBI Description 


(AC003979) T22J18,6 [Arabidopsis thaliana] 


Seq. No. 


143784 


Seq. ID 


LIB3168-032-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4006834 


BLAST score 


232 


E value 


9.0e-51 



17764 



Match length 

% identity 

NCBI Description 



107 
99 

(AC005970) enoyl-ACP reductase (enr-A) 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143785 

LIB3168-032-P1-K1-C9 

BLASTX 

gll2682 

476 

7.0e-48 

105 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143786 

LIB3168-032-P1-K1-D1 

BLASTX 

gl35858 

497 

3.0e-50 

138 

72 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

143787 

LIB3168-032-P1-K1-D10 

BLASTX 

g266693 

245 

8.0e-21 

121 

50 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_44 55257_einb_CAB36756. 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



143788 

LIB3168-032-P1-K1-D2 

BLASTX 

g82051 

369 

2.0e-35 

141 

52 

lipid body-associated membrane protein 



- carrot 



17765 



II 

>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143789 

LIB3168-032- 

BLASTX 

g4678383 

426 

5.0e-42 

86 

100 

{AL049656) 
thaliana] 



P1-K1-D3 



histone H2A.F/Z-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143790 

LIB3168-032-P1-K1-D5 

BLASTN 

g4567300 

273 

l.Oe-152 

297 

97 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 

143791 

LIB3168-032-P1-K1-D6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



143792 

LIB3168-032-P1-K1-D7 

BLASTN 

g4757407 

361 

O.Oe+00 

417 

97 

Arabidopsis thaliana genomic DNA, 
MQD19, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143793 

LIB3168-032-P1-K1-E1 

BLASTX 

gl871174 

373 

4.0e-39 

107 

71 



17766 



NCBI Description 



(U90439) actin isolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



ion 



143794 

LIB3168-032-P1-K1-E12 

BLASTX 

gll2737 

561 

7.0e-58 

135 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 25 albimin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No< 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



143795 

LIB3168-032-P1-K1-E2 

BLASTX 

gll2737 

464 

2.0e-46 

101 

86 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb__CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143796 

LIB3168-032-P1-K1-E3 

BLASTN 

g4757395 

194 

l.Oe-105 

391 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K21L13, complete sequence 

143797 

LIB3168-032-P1-K1-E5 

BLASTX 

g4056502 

603 

9.0e-63 

126 

92 

{AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
143798 

LIB3168-032-P1-K1-E6 



17767 



Method 
NCBI GI 
BLAST score 

E Y^li^® 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g633890 

319 

2.0e-29 

107 

61 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [ Horde um 



143799 

LIB3168-032-P1-K1-E9 

BLASTN 

g3063438 

351 

O.Oe+00 

416 

95 

Complete sequence of Arabidopsis F22013, 
[Arabidopsis thaliana] 



complete sequence 



143800 

LIB3168-032-P1-K1-F10 

BLASTN 

g4006885 

313 

l.Oe-176 

424 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

143801 

LIB3168-032-P1-K1-F11 

BLASTX 

gl628583 

49 

3.0e-63 

132 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143802 

LIB3168-032-P1-K1-F2 

BLASTX 

gll2681 

616 

3.0e-64 

131 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



17768 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143803 

LIB3168-032-P1-K1-F5 

BLASTX 

gl628583 

355 

l.Oe-34 

77 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 


143804 


Seq, ID 


LIB3168-032-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g21913 


BLAST score 


187 


E value 


5,0e-14 


Match length 


77 


% identity 


44 


NCBI Description 


(X62626) vicilin [Theobroma cacao] 


Seq. No. 


143805 


Seq. ID 


LIB3168-032-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4325344 


BLAST score 


669 


E value 


2.0e-70 


Match length 


127 


% identity 


99 


NCBI Description 


(AF128393) similar to beta-transducins 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Score=71.7, E=l,5e-17, N=6) [Arabidopsis thaliana] 
143806 

LIB3168-032-P1-K1-F9 

BLASTX 

gl628583 

287 

l.Oe-45 

108 

88 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143807 

LIB3168-032-P1-K1-G1 

BLASTN 

g3128143 

118 

l.Oe-59 

327 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



143808 



17769 



Seq. ID 


LIB3168-032-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


554 


j-j V a J— kA- 


5.0e-57 


Match length 


101 


% identitv 


66 


NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana] 


Seq. No. 


143809 


Seq. ID 


LIB3168-032-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


a2499535 


BLAST score 


201 


E value 


l.Oe-15 


Match length 


44 


% identity 


82 


NCBI Description 


2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi 595681 




(U13238) 2-oxoglutarate/rtialate translocator [Spinacia 




oleracea] 


Sea. No. 


143810 


Seq, ID 


LIB3168-032-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2245130 


BLAST score 


254 


E value 


7 . Oe-22 




140 


% "i ripnl" i 1~ V 

o J- vii^ X J. -I- ^ y 


44 


NCRT Dp<=;r'r iDt ion 


{Z97344) GLABRA2 homolog [Arabidopsis thaliana] 


•v' ^ • \r% \J . 


143811 


Sea. ID 


LIB3168-032-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


398 


E value 


0 . Oe+00 


Matph lencfth 


418 


% ide^ntitv 


99 


NCBT nesprintion 


A thai 1 an^a rRNA reDeat unit , most f rpou^nt IGR tvoe 




143812 


Sea. ID 


LIB3168-032-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


661 


E value 


l.Oe-69 


Match length 


128 


% idpntitv 


99 


NCBI Descriotion 


frJ66916^ 1 CTiiPT "f er in <^eed '=;t'or;5CTe orotpin TArabidoDS 




thaliana! >cfi P842495 emb CAA16892 fAL021749^ 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143813 


Seq. ID 


LIB3168-032-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl628583 



17770 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143814 

LIB3168-032-P1-K1-H10 

BLASTX 

g4204298 

525 

l.Oe-53 

120 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143815 

LIB3168-032-P1-K1-H12 

BLASTX 

g633890 

287 

8.0e-26 

88 

65 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143816 

LIB3168-032-P1-K1-H2 

BLASTX 

gll2682 

337 

2.0e-65 

141 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143817 

LIB3168-032-P1-K1-H3 

BLASTX 

gl362003 

729 

l.Oe-77 

141 

100 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 {U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 



Seq. No. 



143818 



17771 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-032-P1-K1-H5 

BLASTX 

g3157937 

644 

l.Oe-67 

128 

97 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

143819 

LIB3168-032-P1-K1-H6 

BLASTN 

g3849811 

355 

O.Oe+00 

391 

98 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143820 

LIB3168-032-P1-K1-H8 

BLASTN 

gl6473 

411 

O.Oe+00 

419 

100 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
143821 

LIB3168-032-P1-K1-H9 

BLASTX 

g3128168 

593 

l.Oe-61 

140 

73^ 

{AC004521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

143822 

LIB3168-033-P1-K1-A1 

BLASTX 

gll2681 

564 

3,0e-58 

132 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 



17772 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143823 

LIB3168-033-P1-K1-A10 

BLASTX 

g2129657 

293 

2.0e-26 

88 

72 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987 016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143824 

LIB3168-033-P1-K1-A2 

BLASTX 

g3421123 

598 

3.0e-62 

116 

99 

{AF043538) 
thaliana] 



20S proteasome beta subunit PBGl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143825 

LIB3168-033-P1-K1-A3 

BLASTX 

gl628583 

622 

5.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143826 

LIB3168-033-P1-K1-A5 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143827 

LIB3168-033-P1-K1-A7 

BLASTX 

gll2682 

414 

9.0e-41 
87 



17773 



% identity 

NCBI Description 



Seq. No- 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143828 

LIB3168-033-P1-K1-A8 

BLASTX 

gll69544 

668 

2.0e-70 

135 

99 

ERDl PROTEIN PRECURSOR >gi_541859_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97629_dbj_BAA04506__ (D17582) 
ERDl protein [Arabidopsis thaliana] 

143829 

LIB3168-033-P1-K1-A9 

BLASTX 

gl345973 

488 

3.0e-49 

106 

83 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1,14.99.-) CF3 - Arabidopsis thaliana >gi__408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091__dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D265Q8) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

143830 

LIB3168-033-P1-K1-B10 

BLASTN 

g2264313 

405 

O.Oe+00 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOPIO, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143831 

LIB3168-033-P1-K1-B11 

BLASTX 

g82220 

556 

3.0e-57 

137 

83 

hypothetical protein 581 



- common tobacco chloroplast 



17774 



® 



>gi_225240_prf 1211235BY ORF 581 [Nicotiana tabaciom] 



Seq. No. 


143832 


Seq. ID 


LIB3168-033-P1-K1-B2 


Method 


BLASTX 




a2213615 


1 1 1 1 J— 1 . 1 t O \J -L. \^ 


461 




4 . Oe-46 




136 




59 




fArOOnin^^ F9^J^ 9 rArabidonsis thalianal 


Seq. No. 


143833 


Seq. ID 


LIB3168-033-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


535 


E value 


8. Oe-55 


Match length 


129 


% identity 


80 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143834 

LIB3168-033-P1-K1-B4 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143835 

LIB3168-033-P1-K1-B5 

BLASTX 

gl628583 

625 

2,0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143836 

XIB3168-033-P1-K1-B6 

BLASTX 

g4454051 

601 

l.Oe-62 
132 



17775 



% identity 

NCBI Description 



€1 



86 

{AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143837 

LIB3168-033-P1-K1-B7 

BLASTX 

gl628583 

652 

l.Oe-68 

127 

98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143838 

LIB3168-033-P1-K1-B8 

BLASTX 

gll2681 

513 

3.0e-52 

102 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 85 09 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA32493_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143839 

LIB3168-033-P1-K1-B9 

BLASTX 

gll2741 

604 

6.Ge-63 

128 
89 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68855_pir_NWMU3 23 albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143840 

LIB3168-033-P1-K1-C1 

BLASTN 

g4263694 

391 

O.Oe+00 

411 

99 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17776 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143841 

LIB3168-033-P1-K1-C10 

BLASTX 

gl628583 

653 

l.Oe-68 

127 

98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 


143842 


Seq. ID 


LIB3168-033-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST <5Pore 


323 


1—i V CL-L 






o / ^ 


0 J. V«^^Jl 1 L. J. U y 






iix ajjiCiopbxs Lnaxiana nFiS^ rzxiii±u 


Qcirr Kin 


-L *± J O y 


Seq. ID 


LIB3168-033-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3894178 


BLAST score 


270 


E value 


9.0e-24 


Match length 


57 


% identity 


88 


NCBI Description 


(AC005312) putative nucleic acid 




[Arabidopsis thaliana] 


Seq. No. 


143844 


Seq, ID 


LIB3168-033-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143845 

LIB3168-033-P1-K1-C3 

BLASTX 

g4467123 

162 

4.0e-ll 

108 

34 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



143846 

LIB3168-033-P1-K1-C4 



17777 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

46 

2.0e-60 

134 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [AraMdopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143847 

LIB3168-033-P1-K1-C5 

BLASTN 

g2980787 

341 

O.Oe+00 

407 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



143848 

LIB3168-033-P1-K1-C6 

BLASTX 

gll2682 

444 

4.0e-44 

99 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143849 

LIB3168-033-P1-K1-C7 

BLASTX 

g4490732 

354 

l.Oe-33 

97 

74 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



143850 

LIB3168-033-P1-K1-C9 

BLASTX 

gll2743 

600 

2,0e-62 

111 

98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68856_pir_ 



4 PRECURSOR (2S ALBUMIN STORAGE 
NWMU4 2S albumin 4 precursor - 



Arabidopsis thaliana >gi_166617 {M22033) albumin 2S subunit 



17778 



4 precursor [Arabidopsis thaliana] >gi_395202_emb_C7^80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143851 

LIB3168-033-P1-K1-D10 

BLASTX 

gl628583 

668 

2.0e-70 

128 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143852 

LIB3168-033-P1-K1-D11 

BLASTX 

g3355468 

411 

3.0e-40 

123 

74 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143853 

LIB3168-033-P1-K1-D2 

BLASTN 

g3075383 

205 

l.Oe-111 

410 

98 

Arabidopsis thaliana chromosome II BAG T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143854 

LIB3168-033-P1-K1-D3 

BLASTN 

g4589450 

219 

l.Oe-120 

363 
100 

Arabidopsis thaliana genomic DNA, 
T31K7, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143855 

LIB3168-033-P1-K1-D4 

BLASTX 

gll2681 

581 

3.0e-60 
134 



17779 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143856 

LIB3168-033-P1-K1-D6 

BLASTX 

gl628583 

614 

4.0e-64 

120 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143857 

LIB3168-033-P1-K1-D7 

BLASTX 

gll2681 

684 

3.0e-72 

132 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 


143858 


Seq. ID 


LIB3168-033-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


548 


E value 


2.0e-56 


Match length 


101 


% identity 


100 


NCBI Description 


(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 


Seq. No. 


143859 


Seq. ID 


LIB3168-033-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


45 


E value 


4.0e-16 


Match length 


190 


% identity 


83 


NCBI Description 


B.oleracea mRNA for I FA binding protein (splO) 


Seq. No. 


143860 


Seq. ID 


LIB3168-033-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4263771 



17780 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 

l.Oe-27 

76 

71 

{AC006218) putative nonspecific lipid-transfer protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321,l_AC006436__12 (AC006436) putative 
nonspecific lipid-transfer protein precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143861 

LIB3168-033-P1-K1-E10 

BLASTX 

g2129657 

305 

7.0e-28 

91 

73 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ {Z54165) oleosin 
[Arabidopsis thaliana] 

143862 

LIB3168-033-P1-K1-E11 

BLASTX 

gll2682 

411 

2.0e-40 

123 

70 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M3724 8) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143863 

LIB3168-033-P1-K1-E12 

BLASTX 

g4539316 

96 

5.0e-39 

114 

80 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

143864 

LIB3168-033-P1-K1-E3 

BLASTX 

gl707364 

266 

3.0e-23 

110 

41 

(X94 626) AATP2 [Arabidopsis thaliana] 



17781 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143865 

LIB3168-033-P1-K1-E4 

BLASTX 

gll2682 

651 

2.0e-68 

136 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143866 

LIB3168-033-P1-K1-E5 

BLASTX 

gll2741 

700 

4.0e-74 

130 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201__einb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ {AL035680) NWMU3-2S albxamin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


143867 


Seq. ID 


LIB3168-033-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g2980757 


BLAST score 


314 


E value 


l.Oe-176 


Match length 


314 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 




(ESSAII project) 


Seq. No, 


143868 


Seq. ID 


LIB3168-033-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


686 


E value 


2.0e-72 


Match length 


127 


% identity 


100 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 




PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 




Arabidopsis thaliana >gi 166616 (M22033) albumin 2S subunit 




3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 




(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 




>gi__4490712_emb_CAB38846,l_ (AL035680) NWMU3-2S albumin 3 




precursor [Arabidopsis thaliana] 



17782 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143869 

LIB3168-033-P1-K1-E9 

BLASTX 

gll2682 

476 

5.0e-48 

107 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143870 

LIB3168-033-P1-K1-F1 

BLASTN 

g3450888 

389 

O.Oe+00 

397 

99 

Arabidopsis thaliana 19S proteosome subunit 9 rtiRNA, 
complete cds 

143871 

LIB3168-033-P1-K1-F10 

BLASTX 

gll2737 

533 

l.Oe-54 

113 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA8087G_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ {AL03568Q) NWMU1-2S albiimin 1 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



143872 

LIB3168-033-P1-K1-F11 

BLASTX 

gl628583 

516 

l.Oe-52 

129 
80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S - 
cruciferin seed storage protein [Arabidopsis thaliana] 

143873 

LIB3168-033-P1-K1-F12 
BLASTN 



17783 



# 







BLAST score 


244 


E value 


l.Oe-135 




279 




1 nn 

X u u 




ru. ctJkJXU.U^o Xo uiidxxdiid LyLMrt. v^iix i^iiLL^ov^iLLC / or^\^ oxvjiic i: / n X 




fESSAII Droiectl 


Q rr W/^ 
oSCJ. iNO • 






xjxjd.jx\jo it X IaX £ -J 






NCBI GI 


gl550740 


BLAST score 


692 


i— J V CL^U^ 


3 Oe-73 




135 








fY07961^ GDP— a*=5Sociated inhibitor FArabidoDsis thalianal 


Q o rr "NTn 


J-T JO f -J 




jjxooxvjo uOwJ jt X rvx r *± 


Mfs*"!" hi oH 




IN ^ o X ox 




BLAST score 


239 


E value 


4.0e-20 




X JO 


^ iQcnx-xTiy 


jD 


LNL-DX uescnptioii 


^uzouxoj oLNJJftXf cnxoropXdST- nucxeoiu. jJiMfi Dxnu.iiig px<ji-exii 




LWxoUC.ia.Xlci LciIJciv-.UIlL J 


oeq« JNO« 






T TR'^1 f^fi — n^'^ — Pi —1^1 — FR 






LNOIjX OX 


yxuiCO JO J 


oLi/ioi score 


OO J 


E value 


7.0e-69 


Match length 


131 


o XUCIIL-XU^ 


Q7 


LNk^DX JJt3oL^Xi_pC-L\Jll 


VUDD^XO; x^O CxUdxexiil &eSQ. c>u(JXa.yc pxULC-LXl [, iT.x d JJ X Ut-'^ o -L 




L.ri&XXa.ndJ -^yX ZO^Z^t^^J enUJ L^i-lriXDo^Z \r-iXtU/i X / ^ -? / xzo 




ox U^^X X ^^X X 11 OxCICftwL OUkyXdU^ ky'X IJ L.C7Xli L-rt-L CIJJ -L^'Jk^iJ XO L>ild-t-XdJ.lCl J 


C! Q M/^ 
oeCJ • INO • 


X^t JO / / 




XjXojxoo u j j jtx rvx r o 


l ie? L.li(^U. 


RT.A<^TN 


LNVyrOX ox 


(T9Sf^4n4 4 
y^ju^vji 1 


BLAST score 


253 


E value 


l.Oe-140 


LYiaucn xenycn 


/1 1 7 


■s laenuity 


lUU 


NCBI Description 


Arabid-Opsis thaliana genomic DNA^ chrortiosoine 5^ TAC clon< 




iVX-3JrX / f L.QIUpXcL.G ocqLLcXioc [i^XdJJXU.UpoXo UXlclXXclXlcl J 


Seq. No. 


143878 


Seq. ID 


LIB3168-033-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


688 



17784 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-73 

134 

99 

60S RIBOSOMAL PROTEIN LI 
143879 

LIB3168-033-P1-K1-F8 

BLASTX 

gll72872 

542 

l.Oe-55 

106 

98 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373__ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_453932e_einb_CAB38829.1_ {AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

143880 

LIB3168-033-P1-K1-F9 

BLASTX 

gll2682 

563 

4.0e-58 

134 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605 jir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143881 

LIB3168-033-P1-K1-G1 

BLASTX 

gl628583 

609 

2.0e-63 

120 

98 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143882 

LIB3168-033-P1-K1-G11 

BLASTX 

gll2681 

46 

5.0e-26 

60 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRAl [Arabidopsis 



17785 




thaliana] >gi_808 936_einb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143883 

LIB3168-033-P1-K1-G12 

BLASTX 

gll2681 

591 

2.0e-61 

137 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808 936_einb_CAA324 93_ {X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143884 

LIB3168-033-P1-K1-G2 

BLASTX 

gll2743 

697 

8.0e-74 

128 

98 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 {M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202__emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713__emb_CAB3B847,l_ {AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143885 

LIB3168-033-P1-K1-G3 

BLASTX 

gll2737 

669 

2.0e-70 

138 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143886 

LIB3168-033-P1-K1-G4 

BLASTX 

gll2681 

519 

6.0e-53 

137 

77 



17786 



NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb__CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



143887 

LIB3168-033-P1-K1-G5 
BLASTX 
gll2739 
415 

9.0e-41 
108 
76 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir_ 



2 PRECURSOR {2S ALBUMIN STORAGE 
_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albiomin isoform 2 • [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albiamin 2 
precursor [Arabidopsis thaliana] 

143888 

LIB3168-033-P1-K1-G6 

BLASTX 

gll07501 

397 

l.Oe-38 

99 

81 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 {AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

143889 

LIB3168-033-P1-K1-G7 

BLASTX 

gl817544 

506 

2.0e-51 

99 

100 

(D83025) proline oxidase precursor [Arabidopsis thaliana] 
143890 

LIB3168-033-P1-K1-G8 

BLASTX 

gll2737 

540 

2.0e-55 

131 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 



17787 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143891 

LIB3168-033-P1-K1-G9 

BLASTN 

g4455321 

210 

l.Oe-114 

387 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F4I10 
(ESSAII project) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



143892 

LIB3168-033-P1-K1-H12 

BLASTN 

gl6131 

272 

l.Oe-151 

291 

99 

Arabidopsis thaliana genes for 5.8S rRNA and 25S rRNA with 
18 S rRNA fragment 

143893 

LIB3168-033-P1-K1-H2 

BLASTX 

gl628583 

426 

4,0e-42 

119 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143894 

LIB3168-033-P1-K1-H4 

BLASTX 

gll2737 

280 

6.0e-25 

124 

52 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ {AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143895 

LIB3168-033-P1-K1-H7 
BLASTX 



17788 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
553 

6.0e-57 

131 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143896 

LIB3168-033-P1-K1-H8 

BLASTX 

gl628583 

563 

4.0e-58 

119 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143897 

LIB3168-034-P1-K1-A1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__einb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143898 

LIB3168-034-P1-K1-A10 

BLASTN 

g2696018 

283 

l.Oe-158 

396 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143899 

LIB3168-034-P1-K1-A11 

BLASTX 

g2832674 

686 

2.0e-72 

137 

100 

(AL021712) fibrillin precursor-like protein [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 



143900 

LIB3168-034-P1-K1-A12 



17789 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gll2737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



143901 

LIB3168-034-P1-K1-A2 

BLASTX 

gll2737 

613 

6.0e-64 

134 

88 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853__pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143902 

LIB3168-034-P1-K1-A4 

BLASTX 

g4204298 

521 

4.0e-53 

100 

99 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143903 

LIB3168-034-P1-K1-A5 

BLASTX 

g4006915 

177 

8.0e-13 

107 

39 

{Z99708) hypothetical protein [Arabidopsis thaliana] 
143904 

LIB3168-034-P1-K1-A6 

BLASTX 

g3687228 

45 

3.0e-68 



17790 



Match length 

% identity 

NCBI Description 



II 



138 
94 

(AC005169) 
thaliana] 



putative malate dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143905 

LIB3168-034-P1-K1-A7 

BLASTX 

gll2741 

578 

7.0e-60 

124 

88 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir ^NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 28 subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albiomin 3 
precursor [Arabidopsis thaliana] 



O O vj[ • LN^J • 


X *± J ^ u w 










NCBI GI 


a4376087 


BLAST score 


348 


E value 


O.Oe+00 


Match length 


413 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 




fragment No 


Seq. No. 


143907 


Seq. ID 


LIB3168-034-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


423 


E value 


l.Oe-41 


Match length 


122 


% identity 


75 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ {ALQ21749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


143908 


Seq. ID 


LIB3168-034-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


748 


E value 


8.0e-80 


Match length 


140 



% identity 

NCBI Description 



100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143909 

LIB3168-034-P1-K1-B11 

BLASTX 

gl628583 

607 

3.0e-63 

120 

97 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ {AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143910 

LIB3168-034-P1-K1-B12 

BLASTX 

gl628583 

482 

l.Oe-48 

101 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143911 

LIB3168-034-P1-K1-B2 

BLASTX 

gl531762 

195 

6.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143912 

LIB3168-034-P1-K1-B4 

BLASTX 

g3540180 

699 

5.0e-74 

135 

99 

(AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143913 

LIB3168-034-P1-K1-B6 

BLASTX 

gll2681 

91 

6.0e-61 

131 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 



17792 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143914 

LIB3168-034-P1-K1-B7 

BLASTX 

g2129657 

433 

7.0e-43 

116 

78 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb__CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

143915 

LIB3168-034-P1-K1-B8 

BLASTX 

gl31150 

714 

8.0e-76 

136 

94 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_81515_pir S00445 photosystem I protein A2 - spinach 

chloroplast >gi_12271_emb_CAA27745_ (X04131) psaB gene 
product (aa 1-734) P700 chlorophyll a apoprotein [Spinacia 

oleracea] >gi_225422_j5rf 1303218B gene psaB [Spinacia 

oleracea] 

143916 

LIB3168-034-P1-K1-B9 

BLASTN 

g2645198 

45 

4.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143917 

LIB3168-034-P1-K1-C1 

BLASTX 

gll2741 

424 

4.0e-42 

81 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S alb\imin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



17793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



143918 

LIB3168-034-P1-K1-C10 

BLASTX 

g82051 

333 

4.0e-31 

125 

53 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide , 
180 aa] [Daucus carota] 

143919 

LIB3168-034-P1-K1-C11 

BLASTX 

gl628583 

619 

l.Oe-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143920 

LIB3168-034-P1-K1-C12 

BLASTX 

gl628583 

621 

5.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143921 

LIB3168-034-P1-K1-C3 

BLASTX 

gl628583 

616 

3.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ {AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143922 

LIB3168-034-P1-K1-C4 

BLASTX 

g2129773 

580 

4.0e-60 

108 



17794 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

143923 

LIB3168-034-P1-K1-C6 

BLASTX 

gl628583 

332 

5.0e-31 

74 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


143924 


Seq. ID 


LIB3168-034-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3540180 


BLAST score 


706 


E value 


7.0e-75 


Match length 


135 


% identity 


100 


NCBI Description 


(AC004122) Unknown prote 


Seq. No. 


143925 


Seq. ID 


LIB3168-034-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


277 


E value 


l.Oe-24 


Match length 


123 


% identity 


53 


NCBI Description 


2S SEED STORAGE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 6B_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

143926 

LIB3168-034-P1-K1-D1 

BLASTX 

g4115388 

670 

l.Oe-70 

129 

95 

{AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 

143927 

LIB3168-034-P1-K1-D10 



17795 



Method 


IP 

BLASTX 


NCBI GI 


gll9350 


BLAST score 


696 


E value 


l.Oe-73 


Match length 


136 


% identity 


99 


NCBI Description 


ENOLASE 



(2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143928 

LIB3168-034-P1-K1-D12 

BLASTX 

gll2681 

571 

5.0e-59 

132 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143929 

LIB3168-034-P1-K1-D2 

BLASTX 

gll2737 

528 

5.0e-54 

112 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albiomin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
{Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143930 

LIB3168-034-P1-K1-D3 

BLASTX 

g2352492 

706 

7.0e-75 

136 

100 

(AF005047] 
thaliana] 
response I 



transport inhibitor response 1 [Arabidopsis 
>gi_2352494 {AF005048) transport inhibitor 
. [Arabidopsis thaliana] 



17796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143931 

LIB3168-034-P1-K1-D4 

BLASTX 

gll2739 

450 

7.0e-45 

127 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143932 

LIB3168-034-P1-K1-D5 

BLASTX 

gl628583 

556 

3.0e-57 

139 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143933 

LIB3168-034-P1-K1-D7 

BLASTX 

gll2681 

555 

4.0e-57 

130 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143934 

LIB3168-034-P1-K1-D9 

BLASTX 

g2244750 

591 

2.0e-61 

126 

89 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 {AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 



143935 

LIB3168-034-P1-K1-E1 
BLASTX 



17797 



